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Abstract
a total of 48 strains of thin, filamentous cyanobacteria in Synechococcales were studied by sequencing 16S rrNa and 
rpoC1 sequence fragments. We also carefully characterized a subset of these by morphology. Phylogenetic analysis of the 
16S rrNa gene data using Bayesian inference of a large Synechococcales alignment (345 oTu’s) was in agreement with the 
phylogeny based on the rpoC1 gene for 59 oTu’s. Both indicated that the large family-level grouping formerly classified 
as the leptolyngbyaceae could be further divided into four family-level clades. Two of these family-level clades have 
been recognized previously as leptolyngbyaceae and Prochlorotrichaceae. oculatellaceae fam. nov. and Trichocoleaceae 
fam. nov. are proposed for the other two families. The oculatellaceae was studied in greater detail, and six new genera 
containing 14 species were characterized and named. These new taxa are: Pegethrix botrychoides, P. olivacea, P. convoluta, 
P. indistincta, Drouetiella lurida, D. hepatica, D. fasciculata, Cartusia fontana, Tildeniella torsiva, T. nuda, Komarkovaea
angustata, Kaiparowitsia implicata, Timaviella obliquedivisa, and T. radians.
Keywords: Pegethrix, Drouetiella, Cartusia, Tildeniella, Komarkovaea, Kaiparowitsia, Timaviella, oculatellaceae, 
leptolyngbyaceae, Prochlorotrichaceae, Trichocoleaceae, 16S rrNa phylogeny, rpoC1 phylogeny, 16S rrNa synapomorphy, 
cyanobacteria taxonomy
Introduction
Cyanobacteria currently contain eight orders supported by molecular sequence data: Gloeobacteriales, Synechococcales, 
Spirulinales, Chroococcales, Pleurocapsales, oscillatoriales, Chroococcidiopsidales, and Nostocales (komárek et al. 
2014). There are over 300 genera, with over 50 described since 2000. Despite the rapidly growing number of genera 
and species in recent years, relatively little revisionary work has occurred at the family level. less than a third of 
the genera have 16S rrNa gene sequence data for the generitype (komárek et al. 2014), so most families contain a 
preponderance of un-sequenced and unverified genera based primarily on morphology. families of cyanobacteria are 
thus not confirmed as lineages, and researchers consequently have been reluctant to revise this middle tier of higher 
level taxonomy. 
 The Synechococcales is especially problematic. This group used to contain only coccoid and bacilloid unicellular 
and colonial genera, with the related Pseudanabaenales containing simple filamentous forms. Phylogenetic analyses 
demonstrated that the genera of the two families are phylogenetically intermixed. Consequently, all of the genera in 
the order were consolidated into Synechococcales (komárek et al. 2104), which currently contains 11 families. of 
these, the families containing simple filamentous forms with peripherally arranged thylakoids are Pseudanabaenaceae, 
leptolyngbyaceae, romeriaceae, heteroleibleiniaceae, and Schizotrichaceae. however, even a casual phylogenetic 
analysis of these families reveals problems. representatives of Romeria (type genus of romeriaceae), Schizothrix (type 
genus of the Schizotrichaceae), and Tapinothrix (member of heteroleibleiniaceae) are all phylogenetically positioned 
within the leptolyngbyaceae (see fig. S1 in osorio-Santos et al. 2014), although none of these sequences are of the 
type species of these genera (Table 1). Consequently, these families may disappear if it is found that the type species 
and other sequenced species are in the same generic clade (e.g. if Tapinothrix bornetii Sauvageau (1892: 123) is found 
to be phylogenetically related with the molecularly characterized T. clintonii Bohunická et Johansen in Bohunická 
et al. (2011: 130 in leptolyngbyaceae). alternatively, the families based on these genera will be retained if the type 
species are outside of other described family-level groupings (e.g. if T. bornetii is found to be very distantly related to 
T. clintonii and is well outside of leptolyngbyaceae), and the current existing sequences will need to be assigned to
other genera. In all recently published trees of the leptolyngbyaceae, there appears to be stable phylogenetic structure
that suggests the family as currently constructed could be further divided (Johansen et al. 2008, 2011, Mühlsteinová
et al. 2014, osorio-Santos et al. 2014, Song et al. 2015, Vaz et al. 2015, li & li 2016, Miscoe et al. 2016). Thus, the
families in the Synechococcales require revision that combines some families and creates new families for monophyletic
clusters of genera.
 leptolyngbyaceae, as the largest family in the Synechococcales has received significantly more study in recent
years than any other group in the order. Leptolyngbya has repeatedly been shown to be polyphyletic, and numerous
genera have been split out from the genus. The revisionary work has been facilitated by availability of sequence
data for the type species, L. boryana (Gomont 1899: 36) anagnostidis & komárek (1988: 391), which provides a
clear benchmark against which morphologically similar taxa can be evaluated (Johansen et al. 2008, 2011). recently
described genera in the leptolyngbyaceae include Planktolyngbya, Prochlorothrix, Trichocoleus, Halomicronema,
Phormidesmis, Plectolyngbya, Nodosilinea, Haloleptolyngbya, Oculatella, Pantanalinema, Alkalinema, Scytolyngbya,
Kovacikia, Stenomitos, Thermoleptolyngbya, Pinocchia, Onodrimia, Chamaethrix, Elainella, Timaviella, and
Limnolyngbya (Table 1). all of these new genera and a few previously described genera in the family (Geitleribactron
komárek 1975: 265, Tapinothrix, Schizothrix, Romeria) have sequence data, making the leptolyngbyaceae one of the
better taxonomically resolved families in the cyanobacteria.
Despite	 the	 progress	made	 in	 the	Leptolyngbyaceae,	 the	 family	 still	 requires	 considerable	 α-level	 taxonomy.	
Many strains have been sequenced having only the simple epithet “Leptolyngbya species”. however, these strains 
are clearly phylogenetically distant from the group of Leptolyngbya containing the generitype, which has been called 
Leptolyngbya sensu stricto (Bohunická et al. 2011, Johansen et al. 2011, Perkerson III et al. 2011, Mühlsteinová et al. 
2014, osorio-Santos et al. 2014). The problem lies in the fact that Leptolyngbya is broadly circumscribed by a very 
small number of morphological characters (komárek & anagnostidis 2005). Many of the species in the group are 
also phenotypically plastic, making identification of species (and genera) very difficult based on morphology alone. 
Despite the morphological limitations of the genus, it is evident that taxa closely related to Leptolyngbya sensu stricto 
need to be described as new genera so that Leptolyngbya can eventually become a monophyletic genus (see fig. S1 
in osorio-Santos et al. 2014). adding to this problem is that many (if not most) of the more than 100 species in this 
genus are poorly characterized, often without illustrations, and possess overlapping morphological traits. Most of these 
species have not been sequenced, and are very infrequently reported in the literature. Many of them likely belong in 
other,	yet-to-be-described	genera.	Thus,	α-level	taxonomy	will	include	incorporating	some	historical	species	names	
into new genera, as well as describing species truly new to science that cannot be assigned to any existing taxa.
With	the	availability	of	the	16S	rRNA	and	the	ITS	regions,	α-level	taxonomy	and	revision	of	existing	taxa	are	
rapidly progressing at the species and generic levels. however, 16S rrNa alone is considered insufficient to resolve all 
taxonomic questions (komárek 2006). at the family level, 16S rrNa is ambiguous and ITS sequences and secondary 
structures are highly variable. higher level taxonomy thus requires more information from other regions of the genome. 
Currently, with the introduction of novel and high-quality whole-genome amplification methods that facilitates whole-
genome comparisons (Naushad et al. 2014), better broad-range primers designed for conserved regions (hunt et al. 
2006), and the continually falling cost of whole genome sequencing, many genomes are becoming available in public 
databases. a time may soon come when 16S rrNa-based taxonomy will be replaced by multi-locus or whole genome 
characterization. however, considering that high throughput sequencing technologies are still relatively costly and 
restricted in accessibility, and high quality downstream assembly requires time and effort, the use of 16S rrNa and 
marker genes still has some future for large scale taxonomic studies. additional marker genes that may prove helpful 
include, but are not limited to, the 23S rrNa gene containing a large fragment called the universal Plastid amplicon 
(uPa), that can easily be sequenced (Sherwood et al. 2007, 2015); several protein coding genes, for example the rpoB 
and rpoC1 loci of the rpo gene family encoding for different beta subunits of DNa-dependent rNa polymerase (Case 
et al. 2007, Gaget et al. 2011, fergusson & Saint 2000, Wilson et al. 2000); rbcl, a gene encoding the large subunit of 
ruBisCo, a critical protein in Co2 fixation (Tomitani et al. 2006; andersen 2013); cpca-cpcB (phycocyanin subunit 
a and B) intergenic spacer (IGS) (Bittencourt-oliveira et al. 2009) that performs taxonomic placement at the species 
level; and many more. 
 a number of strains of leptolyngbyaceae were isolated and morphologically described as part of a study of the 
aquatic and subaerial cyanobacterial flora of the Grand Staircase-escalante National Monument (krautová 2008). 
They are currently housed within the Cyanobacterial Culture Collection at John Carroll university, and were the 
focus of this study. The collection also has numerous other strains in the order Synechococcales, from diverse sites 
and habitats including desert soils in North and South america, the Great Smoky Mountains National Park, hawaii, 
and europe. Within this broader collection are many leptolyngbyaceae sensu lato, for which 16S rrNa data already 
exist. our objective was to taxonomically study these thin filamentous strains in Synechococcales using a polyphasic 
approach including data on morphology, ecology, 16s rrNa and rpoC1 phylogeny, and secondary structures of the 
16S–23S ITS region. This manuscript begins the revisionary process for leptolyngbyaceae by breaking the family 
into four monophyletic families, describing Trichocoleaceae and oculatellaceae, and redefining two older families, 
leptolyngbyaceae and Prochlorotrichaceae. The oculatellaceae are more completely characterized through description 
of six new genera and fourteen species (either previously described taxa or taxa new to science) based upon the strains 
available in the JCu collection. 
TABLE . list of genera with author citations and their family affinity within Synechococcales based on the 16S rrNa 
phylogeny in this study. Annotations:—Type: Sequence of the type species/type specimen is available; Nontype: Sequence 
of species other than the type is available; No Seq.: No molecular sequence is available for any species of the genus.
Taxon Status
leptolyngbyaceae (anagnostidis & komárek 1988: 439) komárek et al. (2014: 316)
     Alkalinema Vaz et al. (2015: 302) Type
     Arthronema komárek & lukavský (1988:32) Type
     Kovacikia Miscoe & Johansen in Miscoe et al. (2016: 83) Type
     Leptolyngbya anagnostidis & komárek (1988: 390) Type
     Myxacorys Pietrasiak et al. 2015 provis. In komárek et al. (2014: 332) Type
     Neosynechococcus	Dvořák	et al. (2013: 26) Type
     Pantanalinema Vaz et al. (2015: 301) Type
     Phormidesmis Turicchia et al. (2009: 179) Type
     Plectolyngbya Taton et al. (2011: 184) Type
     Planktolyngbya anagnostidis & komárek (1988: 394) Type
     Romeria (raciborski) koczwara in Geitler (1932: 916) Nontype
     Scytolyngbya Song & li (2015: 74) Type
     Stenomitos Miscoe & Johansen in Miscoe et al. (2015:84) Type
     Tapinothrix Savageau (1892: 123) Nontype
     Limnolyngbya li & li (2016: 479) Type
     Pinocchia	Dvořák	et al. (2015: 114) Type
     Onodrimia Jahodářová	et al. (2017: 30) Type
     Chamaethrix	Dvořák	et al. (2017: 270) Type
oculatellaceae fam. nov.
     Cartusia gen. nov. Type
     Elainella Jahodářová	et al. (2014: 4) Type
     Drouetiella gen. nov. Type
     Komarkovaea gen. nov. Type
     Tildeniella gen. nov. Type
     Kaiparowitsia gen. nov. Type
     Oculatella Zammit et al. (2012: 352) Type
     Pegethrix gen. nov. Type
     Thermoleptolyngbya Sciuto & Moro (2016: 33) Type
     Timaviella Sciuto et al. 2017 Type
     Trichotorquatus Pietrasiak & Johansen 2015 provis. In komárek et al. (2014: 332) Type
   
TABLE . (Continued)
Taxon Status
Prochlorotrichaceae Burger-Wiersma et al. (1989: 255)
     Haloleptolyngbya Dadheech et al. (2012: 272) Type
     Halomicronema abed et al. (2002: 59) Type
     Nodosilinea Pekerson & Casamatta in Perkerson et al. (2011: 1404) Type
     Prochlorothrix Burger-Wiersma et al. (1989: 255) Type
Trichocoleaceae Mai et al. 2016
     Trichocoleus anagnostidis (2011: 369) Nontype
Pseudanabanaceae anagnostidis & komárek (1988: 374)
     Komvophoron subg. Alyssophoron anagnostidis & komárek (1988: 372) No Seq.
     Limnothrix redekei Meffert (1988: 10) Type
     Pseudanabaena lauterborn (1915: 10) Type
     yonedaella umezaki (1962: 323) No Seq.
Incertae familiae
 Cyanocatenula Joosten (2006: 34) No Seq.
 Dasygloea Thwaites (1848: pl. 2941) ex Gomont (1892: 346) No Seq.
     Heteroleibleinia (Geitler 1932: 1035) hoffmann (1985: 76) No Seq.
     Jaaginema anagnostidis & komárek (1988: 395) Type*
     Schizothrix kützing (1843: 230) ex Gomont (1892: 292) Nontype
     Tubiella hollerbach (1935: 34) No Seq.
     Wolskyella Claus (1963: 32) No Seq. 
*Sequence of the type species of Jaaginema is J. subtilitissimum (kützing 1847 ex De Toni 1907) anagnostidis &
komárek (1988: 396) and can be found on NCBI. however, identity of this sequence with cyanobacteria is uncertain.
Consequently, the phylogenetic position of Jaaginema is presently uncertain.
Material and methods
Molecular techniques:—Genomic DNa was extracted from selected strains (Table 2 and Table S1) located in the 
Cyanobacterial Culture Collection of John Carroll university (JCu), using ultraClean Microbial DNa Isolation kit 
(Mo BIo laboratories, Inc., Carlsbad, Ca, uSa) or a CTaB (cetyl trimethylammonium bromide)-based extraction 
following Burke et al. (2006) when ultraClean kit could not retrieve DNa successfully. PCr amplification of the 
16S rrNa gene was performed using primers Vrf1: 5’-CTC TGT GTG CCT aGG TaT CC-3’ (Wilmotte et al. 1993, 
Boyer et al. 2001) and Vrf2: 5’-GGG Gaa TTT TCC GCa aTG GG-3’ (Nübel et al. 1997, Boyer et al. 2001). all 
PCR	reactions	contained	1X	GoTaq®	Flexi	Buffer,	0.025	units/μL	GoTaq®	Flexi	DNA	Polymerase,	3	mM	MgCl2 
(Promega,	Madison,	WI,	USA.),	0.2	mM	dNTPs,	0.5	μg/μL	of	BSA	(NEB,	Ipswich,	MA,	USA.)	and	0.5	μM	each	
of primer Vrf1 and Vrf2, (NeB, Ipswich, Ma, uSa). reactions were performed in a Biorad PCr Thermocycler 
(Bio-rad laboratories, Inc., france) with a 3 minute incubation at 94oC to minimize non-specific DNa amplifications. 
Subsequently, reactions underwent 35 cycles of 94oC (30 s), 53oC (30 s) and 72oC (60 s), followed by an incubation 
at 72oC (300 s) to complete synthesis. a representative of each genus was selected for PCr amplification of DNa-
dependent rNa Polymerase subunit Gamma (rpoC1). Primer sequences for rpoC1 were rpc/Mf: 5´-GGT Gar GTN 
aCN aar CCa Gar aC-3´ and rpc/Cr-1: 5´-CCa Gar TaG TCN aCC CGT TTa CC-3´ (Seo & yokota 2003). 
The cycling conditions followed those described in the above-cited publications. for the 16S rrNa gene which occurs 
as multiple copies across genomes, PCr products were cloned using the StrataClone PCr cloning kit according to 
manufacturer instructions (la Jolla, Ca, uSa). Plasmid purification proceeded with QIaPrep Miniprep Spin kit 
(Qiagen, Carlsbad, Ca, u.S.a.) prior to ecorI digestion to select successful clones. for each strain, 4 plasmids were 
sent out for sequencing. for PCr products from rpoC1 gene, mono-product reactions were directly purified, whereas 
multi-product reactions (the primers lack specificity) were excised from an agarose gel (choosing amplifications of 
correct size) and purified using Wizard® SV Gel and PCr Clean-up System (Promega, Madison, WI, uSa). all 
plasmid DNa and purified PCr products were sent to functional Biosciences, Inc. (Madison, WI) for sequencing, 
and processed with Sequencher v. 4.10.1 software (Gene Codes Corp, ann arbor, MI, uSa.). Sequencing primers for 
sequencing of the cloned products included primer M13 forward, M13 reverse, primer 5 (5’-TGT aCa CaC CGG 
CCC GTC-3’) (Wilmotte et al. 1993), primer 7 (5’-aaT GGG aTT aGa TaC CCC aGT aGT C-3’) and primer 8 
(5’-aaGGaGGTGaTCCaGCCaCa-3’) (Nübel et al. 1997).
TABLE . list of sequences from our database used in this analysis, with accession numbers. Sequences available on 
NCBI marked as such. Annotations:—F. (family): l=leptolyngbyaceae; o=oculatellaceae; Pr=Prochlorotrichaceae; 
T=Trichocoleaceae; Ps=Pseudanabaenaceae. NCBI Accession Number: N/a=Sequences not available; accession number 
(regular) = Single bold) = Multiple sequence with single accession number on NCBI; unpublished=Sequence available, 
pending submission. Collection site: JTNP=Joshua Tree National Park; GSeNM=Grand Staircase-escalante National 
Monument; GSMNP=Great Smokey Mountain National Park; eyNf=el yunque National forest.
Strain names Collection site
NCBI Accession Numbers
6S rpoC1
Scytolyngbya ha4215-MV1 l laie falls, oahu. hI, uSa. kf307599 ky498296
“Myxacorys” aTa2-1-ko14 l atacama Desert, Chile. NCBI ky498278
Plectolyngbya WJT66-NPBG17 l Mojave Desert. Ca, uSa. NCBI ky498279
Plectolyngbya ha4277-MV3 l honolulu, oahu. hI, uSa. NCBI ky498280
leptolyngbyaceae WoS-laB13 l GSMNP. TN, uSa. ky078761 ky498298
Leptolyngbya (cf.) ha4303-MV7 l Maunawili stream, oahu. hI, uSa. NCBI ky498299
Leptolyngbya (cf.) ha4237-MV2 l Taro fields, oahu. hI, uSa. NCBI ky498300
Phormidesmis WJT36-NPBG15 l JTNP, Mojave Desert. Ca, uSa. NCBI ky498266
Phormidesmis WJT36-NPBG12 l JTNP, Mojave Desert. Ca, uSa. NCBI ky498267
Phormidesmis WJT24-NPBG8 l JTNP, Colorado Desert. Ca, uSa. NCBI ky498301
Phormidesmis Taa2-2ha3 l JTNP, Mojave Desert. Ca, uSa. NCBI ky498301
leptolyngbyaceae ey07-aM2 l eyNf, Puerto rico. ku161656 ky498308
leptolyngbyaceae GSe-TBD9-6B l GSeNM. uT, uSa. ky078757 ky498289
leptolyngbyaceae GSe-TBD7-7G l GSeNM. uT, uSa ky078758 N/a
leptolyngbyaceae GSe-uNk-8h l GSeNM. uT, uSa ky078759 N/a
Arthronema africanum CCala20 (SaG 1.89) l Wau en-Namus, fezzan. libya. NCBI ky498294
Stenomitos rutilans ha7619-lM2 l kauai. hI, uSa. NCBI ky498295
Oculatella atacamensis aTa3-4Q-CV5 o atacama Desert. Chile. NCBI ky498276
Oculatella kauaiensis ha4348-lM1 o kauai. hI, uSa. NCBI ky498277
“Trichotorquatus” aTa2-1-CV25 o atacama Desert. Chile NCBI ky498284
“Trichotorquatus” SMer-a o N/a unpublished ky498293
Pegethrix convoluta GSe-PSe-Mk38-07D o GSeNM. uT, uSa. ky078763 ky498281
Pegethrix convoluta GSe-PSe-Mk22-07D o GSeNM. uT, uSa. ky078764 N/a
Pegethrix indistincta GSe-TBC-7Ga o GSeNM. uT, uSa. ky078765 N/a
Pegethrix indistincta GSe-TBD1-7G o GSeNM. uT, uSa. ky078766 N/a
Pegethrix indistincta GSe-TBC-7GB o GSeNM. uT, uSa. ky078767 N/a
Pegethrix bostrychoides GSe-PSe-Mk47-15B o GSeNM. uT, uSa. ky078768 N/a
Pegethrix bostrychoides GSe-TBD4-15B o GSeNM. uT, uSa. ky078769 N/a
Drouetiella fasciculata GSe-PSe-Mk29-07a o GSeNM. uT, uSa. ky078770 ky498282
Timaviella obliquedivisa GSe-PSe23-08B o GSeNM. uT, uSa. ky078772 ky498309
TABLE . (Continued)
Strain names Collection site
NCBI Accession Numbers
6S rpoC1
Timaviella obliquedivisa GSe-PSe28-08a o GSeNM. uT, uSa. NCBI ky498310
Timaviella radians GSe-uNk-7r o GSeNM. uT, uSa. ky078773 ky498288
Timaviella radians GSe-TBD6-7r o GSeNM. uT, uSa. ky078774 N/a
Tildeniella torsiva hubel 1974/223 o Bay Barther Bodden, Germany ky498227 N/a
Tildeniella torsiva hubel 1974/235 Pr Bay Barther Bodden, Germany NCBI ky498290
Tildeniella torsiva uher1998/13d o SPNP, Slovakia. ky498228 N/a
Tildeniella nuda ZehNDer 1965/u140 o Stansstaad, Switzerland. NCBI ky498291
Komarkovaea angustata ey01-aM2 o Puerto rico. NCBI ky498308
Kaiparowitsia implicata GSe-PSe-Mk54-09C o GSeNM. uT, uSa. ky078776 ky498286
Kaiparowitsia implicata GSe-TBC-9Ca2 o GSeNM. uT, uSa. ky078777 ky498285
Kaiparowitsia implicata GSe-TBC-9Ca o GSeNM. uT, uSa. ky078778 ky498287
Nodosilinea GSe-PSe-Mk27-15a Pr GSeNM. uT, uSa. ky078779 ky498306
Nodosilinea GSe-PSe-Mk55-09B Pr GSeNM. uT, uSa. ky078780 ky498307
Nodosilinea nodulosa uTeX 2910 Pr South China Sea NCBI ky498292
“Xeronema” WJT66-NPBG5 Pr JTNP, Mojave Desert. Ca, uSa. NCBI ky498305
Trichocoleus desertorum aTa4-8-CV3 T atacama Desert. Chile. NCBI ky498274
Trichocoleus desertorum aTa4-8-CV12 T atacama Desert. Chile. NCBI ky498275
Pseudanabaena GSe-PSe-Mk21-19D Ps GSeNM. uT, uSa. unpublished ky498297
 Phylogenetic analysis:—after sequencing, all four clones per strain were inspected for number of trNas in the 
ITS region. only operons with 2 trNa genes were chosen to reduce error introduced by sequence differences between 
multiple paralagous operons. orthologous operons were aligned with ClustalW to create one consensus sequence per 
strain (larkin et al. 2007). 16S rrNa sequences were then submitted to MuSCle in MeGa6. In addition, we also 
looked	into	the	conserved	regions	of	the	16S	that	have	secondary	structure	(identified	by	Řeháková	et al. 2014) to 
make sure that they were aligned correctly, i.e. different nucleotide sequences fold into the same secondary structures. 
The alignment was submitted to MrBayes on XSeDe (3.2.6) available on CIPreS Science Gateway v.3.1 (Miller 
et al. 2011) with the following parameters: NST=6, rates=equal, MCMC Ngen=50,000,000. all other parameters 
were left as defaults. The Ba had a mean estimated sample size (eSS) exceeding 270 for all parameters (ranging 271-
16,086), above the average of 200 typically accepted as sufficient by phylogeneticists (Drummond et al. 2006). The 
final average standard deviation of split frequencies was <0.03. The potential scale reduction factor (PSrf) value for 
all the estimated parameters in the Bayesian analysis was 1.00, indicating that convergence of the MCMC chains was 
statistically achieved (Gelman and rubin 1992). 
 The 16S–23S rrNa internal transcribed spacer regions (ITS) were not aligned, but secondary structures including 
D1-D1’, Box B, V2 and V3 helices were identified and predicted using the Mfold web server (Zuker 2003). additional 
conserved domains (all helices plus D2, D3, Box a, D4, and D5) were identified for comparison of lengths. all 
structures were redrawn in adobe Illustrator in the CS5 software package (adobe Systems Incorporated, San Jose, Ca, 
uSa.). Descriptions of secondary structures were based on nomenclature set forth by Bevilacqua and Blose (2008). 
for rpoC1, sequences were blasted in the NCBI protein database using BlaSTX to identify the start codon. DNa 
alignments of 55 rpoC1 sequences composed of data from our selected strains and strains available on NCBI (from 
single PCr or from genomes) were submitted to JModelTest2 2.1.6 (Darriba et al. 2012) on XSeDe (2.01) to find the 
appropriate empirical evolutionary models and obtain the appropriate parameters for those models (values for revmatpr, 
Pinvarpr and Shapepr). Tree topology with the rpoC1 gene was constructed with MrBayes using model TrN+I+G with 
the following parameters: NST=6, Nucmodel=codon, rates=invgamma, revmatpr=fixed (1.0000, 4.0631, 1.0000, 
1.0000, 6.4511, 1.0000), Pinvarpr=0.3400, Shapepr=0.6700; MCMC Ngen=10,000,000. Tree topology with rbcLX 
was constructed using model TPM1uf+I+G with the following parameters specified by JModelTest2 2.1.6. (Darriba 
et al. 2012): NST=6, Nucmodel=codon, rates=invgamma, revmatpr=fixed (1.0000, 2.4878, 0.8459, 2.4878, 1.0000), 
Pinvarpr=0.0930, Shapepr=0.7740; MCMC Ngen=15,000,000. The rpoC1 Ba had a mean estimated sample size 
(eSS) exceeding 250 for all parameters (ranging 274-1418). The final average standard deviation of split frequencies 
was <0.011. The potential scale reduction factor (PSrf) value for all the estimated parameters in the Bayesian analysis 
was 1.00, indicating that convergence of the MCMC chains was statistically achieved (Gelman and rubin 1992). 
 Since the tree topology for rbcLX is in critical disagreement with 16S rrNa and rpoC1 phylogenies, we decided 
to gather more information on this gene in anticipation of a future study, but do not include the analysis in this 
manuscript. Calculation of uncorrected p-distance in 16S rrNa and the 16S–23S ITS regions was done with PauP 
4.0 (Swofford 2002) and used to calculate sequence identity (100*(1-p)) for 16S rrNa data and percent dissimilarity 
(100*p-distance) for ITS data. 
 Microscopy:—Cyanobacteria were cultured in solid Z8 media (Carmichael 1986), or liquid Z8 medium when 
necessary, over the course of approximately 8 months. Microscopic images were taken when growth started to occur in 
a new transfer to represent exponential phase after 2–3 months, and after 6–8 months to represent stationary phase. all 
images were taken with an axio Scope hBo 50 (Carl Zeiss aS, Norway) and processed when necessary with adobe 
Photoshop in the CS5 software package (adobe Systems Incorporated, San Jose, Ca, uSa). for each phase of growth, 
at least three cells in ten different filaments were measured, but also a search was made for maximum and minimum 
dimensions.
 Type materials preparation:—all strains were cultured in liquid Z8 medium until biomass was sufficient to 
prepare three dried preparations. liquid cultures were vacuum filtered on to sterile glass fiber filters, which were 
allowed to dry at room temperature in covered glass petri dishes for a week. These filters were then placed in wax-paper 
envelopes, mounted on a card, and placed in protective covers. a portion of the type materials were also preserved 
in 4% formaldehyde. all materials were deposited in the herbarium for Nonvascular Cryptogams, Monte l. Bean 
Museum, Brigham young university, Provo, utah, uSa.
Results 
Phylogenetic results based on 6S rRNA phylogeny:—our 16S rrNa analyses of 324 oTus belonging within 
the Synechococcales with Gloeobacter violaceus rippka et al. (1974: 436) (Gloeobacteriales) as outgroup indicated 
the existence of five distinct family-level clades (figs 1–3). The leptolyngbyaceae (fig. 1) contains Leptolyngbya 
sensu stricto, and several newly described and revised taxa of Plectolyngbya, Tapinothrix, Romeria, Planktolyngbya, 
Alkalinema, Phormidesmis, Stenomitos, Neosynechococcus, Arthronema, Pantanalinema, Limnolyngbya, Pinocchia, 
Onodrimia, Chamaethrix, and Scytolyngbya (Table 1). The family contains many strains that are incorrectly placed 
taxonomically, mostly either in Leptolyngbya or Phormidesmis (see genera in quotation marks, fig. 1). “Myxacorys” 
is the name of a large clade of soil species that have been discussed in the literature (komárek et al. 2014), but have 
not yet been validly published. 
 In a sister phylogenetic relationship to leptolyngbyaceae is another large, highly supported clade, containing 
diverse subaerophytic taxa from both wet rocks and soils, some of which were separated from Leptolyngbya sensu 
lato (fig. 2). The clade is referred to in this work as oculatellaceae fam. nov., a new family based on Oculatella, 
the first genus to be described in this group, and contains nine additional genera: Thermoleptolyngbya, Elainella, 
Timaviella, Pegethrix gen. nov., Tildeniella gen. nov., Drouetiella gen. nov., Cartusia gen. nov., Kaiparowitsia gen. 
nov. and Komarkovaea gen. nov. The oculatellaceae also has a number of strains that are incorrectly placed (e.g. 
“Leptolyngbya” and “Phormidium”). Two genera lacking valid descriptions appear in this family. “Marsacia 
ferruginose” is a manuscript name for a characterized strain discussed in the literature (Brown et al. 2010), and 
“Trichotorquatus” represents a set of soil strains which may be described in the future (komárek et al. 2014).
 at the basal position to leptolyngbyaceae and oculatellaceae is a group we refer to as Prochlorotrichaceae, 
containing Nodosilinea, Halomicronema, and Prochlorothrix, as well as a number of taxa of uncertain generic identity 
(fig. 3). of the three described genera, Prochlorothrix is the oldest name, and at the time of its description it was placed 
in its own family, Prochlorotrichaceae (Burger-Wiersma et al. 1989). Prochlorothrix hollandica Burger-Wiesma et al. 
(1989: 256) and Prochlorotrichaceae were described under the International Code of Nomenclature of Bacteria, but are 
valid under the International Code of Nomenclature of Plants, algae and fungi (McNeill et al. 2012), art 45.1. The 
fourth family-level clade contains two species in the genus Trichocoleus (fig. 3). although low in diversity, this clade 
cannot be included in any of the above three groups without creating paraphyletic families. We consequently establish 
the name Trichocoleaceae fam. nov. for this group of taxa. at the base of the Synechococcales (defined by its proximity 
to the outgroup taxon Gloeobacter) is the Pseudanabaenaceae, a family containing Pseudanabaena lauterborn (1915: 
437) and Limnothrix Meffert (1988: 269) (fig. 3). Three representatives of the order oscillatoriales were included
in our analysis, and they fall between the Pseudanabaenaceae and the other families of the Synechococcales. If this
position is stable in more extensively samples phylogenies, it could indicate that the order Pseudanabaenales may be
narrowly defined and distinct from Synechococcales, in which it was recently subsumed (komárek et al. 2014). In
the phylogenomic study by Mareš (2017) the Synechococcales consisted of four clades at the base of the phylogenetic
tree (rooted by Gloeobacteriales) that were paraphyletic to all other cyanobacteria. his tree supported the recognition
of Pseudanabaenales as a separate order from Synechococcales, and indicated much more revision in the higher level
taxonomy of simple filamentous forms is needed.
FIGURE . 16S rrNa Bayesian Inference analysis of the filamentous group of Synechococcales cyanobacteria, showing leptolyngbyaceae. 
Black polygons represent genera that have been described or are named in provision (e.g., “Myxacorys”), with length corresponding to the 
distance from the most basal oTu to the most diverged oTu of the genus. Posterior probabilities for the BI analysis are given above the 
nodes. Taxa which we consider to be incorrectly named in NCBI or requiring revisionary work are in quotation marks.
FIGURE . 16S rrNa Bayesian Inference analysis of the filamentous group of Synechococcales cyanobacteria, showing oculatellaceae. 
Black polygons represent genera that have been validly described or are named in provision (e.g., “Trichotorquatus”), with length 
corresponding to the distance from the most basal oTu to the most diverged oTu of the genus. Posterior probabilities for the BI analysis 
are given above the nodes. Taxa which we consider to be incorrectly named in NCBI or requiring revisionary work are in quotation 
marks.
 Phylogenetic results based on rpoC1 phylogeny:—analysis of 55 sequences of the rpoC1 gene shows the 
oculatellaceae to be the most divergent and cohesive group of genera in the Synechococcales (fig. 4, oTus marked 
by yellow squares). The group is stable in the phylogenetic analysis, and would be monophyletic if Tildeniella nuda 
was excluded from the analysis. leptolyngbyaceae is shown as the sister taxon to oculatellaceae, which agrees with 
the analysis based on 16S rrNa gene sequence. Most taxa belonging to leptolyngbyaceae in the 16S rrNa analysis 
were also shown to be related in the rpoC1 analysis (fig. 4, clades marked with black hollow circles). This group 
contains Leptolyngbya sensu stricto and related taxa: Plectolyngbya, “Myxacorys”, Arthronema, Phormidesmis and 
Stenomitos. however, the inclusion of T. nuda within this group and the exclusion of several “leptolyngbyaceae” 
which fall outside of the clade make the family polyphyletic when only the rpoC1 data are considered (fig. 4). 
Trichocoleus taxa are shown to be at a position distinct from other taxa, but in this analysis appear to be more related 
to oculatellaceae and leptolyngbyaceae, while in the 16S rrNa analysis Prochlorotrichaceae was more related to the 
oculatellaceae + leptolyngbyaceae clade than the Trichocoleaceae (fig. 3). The group of Prochlorotrichaceae splits 
into three clades, with Prochlorothrix hollandica in an unresolved position at the base of the tree and Nodosilinea with 
a number of Prochlorotrichacean oTus aggregating to form a large group sister to the clade containing oculatellaceae 
+ leptolyngbyaceae + Trichocoleaceae. The group of Pseudanabanaceae is poorly sampled, with only two strains of
Pseudanabaena (fig. 4). Compared to the 16S rrNa phylogeny, there are major position changes in the rpoC1 tree,
although the families maintain their structure at least to some degree.
FIGURE . 16S rrNa phylogeny of the filamentous group of Synechococcales cyanobacteria, showing Prochlorotrichaceae, 
Trichocoleaceae and Pseudanabaenaceae. Black polygons represent genera that have been described, with length correspond to the distance 
from the most basal oTu to the most diverged oTu of the genus. Posterior probabilities for the BI analysis are given above the nodes. 
Taxa which we consider to be incorrectly named in NCBI or requiring revisionary work are in quotation marks.
 Analysis of 6S rRNA dissimilarity for family separation:—Mean percent dissimilarity in 16S rrNa gene 
sequence among genera of different families is 8.2–11.8% (Table 3). This is broader than the mean percent difference 
between genera of the same families (6.7–8.5%). however, there is considerable overlap in the range between percent 
difference between genera of the same family and different families, making it not realistic to utilize a specific range 
or value for family recognition.
TABLE . Percent difference in 16S rrNa within and between families. Bold font: between genera within the same family, 
regular font: between genera in two different families; values are mean (range). Trichocoleaceae currently has only one 
genus, so no between-genus comparison is possible for this family.
Family leptolyngbyaceae oculatellaceae Prochlorotrichaceae Trichocoleaceae Pseudanabaenaceae
leptolyngbyaceae . (4.0–.)
oculatellaceae 9.4 (5.2–25.7) 6. (.–.)
Prochlorotrichaceae 10.8 (7.1–15.7) 10.3 (6.9–17.3) .4 (4.–.)
Trichocoleaceae 8.2 (4.9–11.2) 7.7 (6.9–8.8) 9.15 (6.8–13.1) NA
Pseudanabaenaceae 11.3 (8.3–14.2) 10.4 (8.4–12.7) 11.8 (9.4–15.9) 9.1 (8.6–9.7) . (.–0.4)
FIGURE 4. rpoC1 Bayesian Inference analysis of the filamentous Synechococcales cyanobacteria with representatives of family 
leptolyngbyaceae, oculatellaceae. Prochlorotrichaceae and Pseudanabaenaceae. oTus demonstrated to be within specific families 
defined in 16S rrNa phylogenies are anotated accordingly. The oculatellaceae (top clade) has the same composition as the family in the 
16S rrNa gene phylogeny, except for Tildeniella nuda, which is in the leptolyngbyaceae clade in this analysis. Several oTus previously 
listed under leptolyngbyaceae and Prochlorotrichaceae have changed their positions with respect to the 16S rrNa gene phylogeny. Taxa 
which we consider to be incorrectly named in NCBI or requiring revisionary work are in quotation marks.
 Molecular diagnosis of families in Synechococcales:—of 440 sites in the 16S rrNa sequence that were 
considered parsimony-informative, we identified 8 nucleotide positions in 5 different helices that were considered 
consistent indicators of the family-level clades (Table 4). In all cases, secondary structure of the helices was conserved 
among sequences (see examples in fig. 5). These distinctive nucleotides were found in more than 87% of the 
oTus compared. In some cases, these distinctive nucleotides are shared between two families (e.g: helix 18 with 
T in leptolyngbyaceae, oculatellaceae and Gloeobacteraceae and G in Prochlorotrichaceae, Trichocoleaceae and 
Pseudanabaenaceae, see Table 4). 
FIGURE . Molecular diagnosis of the families proposed or described in this study. only helices 23 and 27 are shown as they are 
considered to be the most straightforward and useful for family distinction.
 Taxonomic descriptions:—families of Synechococcales are characterized on the basis of their 16S rrNa 
phylogenetic position and morphological features. We describe two new families in which monophyletic status is 
strongly supported. Genera of oculatellaceae fam. nov. are separated based on a combination of the 16S rrNa threshold 
of 94.5 % (below 94.5% sequence similarity is strong evidence for different genera, see Table 5 for genera separated 
by	this	criterion),	shapes	and	sequences	of	the	ITS	secondary	structures	(Figs.	6‒9,	and	S1)	as	well	as	morphological	
features	(Figs.	10‒23).	Species	of	Oculatellaceae	fam. nov. are separated based on the 16S rrNa threshold of 98.7 
% (below 98.7 % sequence similarity is strong evidence for different species), the 16S–23S ITS percent similarity 
threshold	of	less	than	96%,	the	configuration,	sequence	(Figs.	6‒9),	and	length	(Table	6)	of	the	ITS	conserved	domains,	
as	well	as	morphological	features	(Figs.	10‒23).	Using	these	criteria,	we	recognize	in	this	work	six	new	genera	of	
oculatellaceae: Pegethrix gen. nov., Drouetiella gen. nov., Cartusia gen. nov., Tildeniella gen. nov., Komarkovaea 
gen. nov., and Kaiparowitsia gen. nov, and a total of 14 named species belonging to these genera and the recently 
described Timaviella. 
Class: Cyanophyceae
Subclass: Synechococcophycidae
Order: Synechococcales
TABLE 4. Nucleotides variable between families but consistent within families of the Synechococcales (relevant nucleotides 
in bold font). IuPaC code letters are given for those nucleotides that vary within the consensus sequences.
Family Helix Sequence Percent presence in family
leptolyngbyaceae 18 TGCCaGCaGCCGCGGTaaTa 93%
oculatellaceae 18 TGCCaGCaGCCGCGGTaaTa 99%
Prochlorotrichaceae 18 TGCCaGCaGCCGCGGTaaGa 87.5%
Trichocoleaceae 18 TGCCaGCaGCCGCGGTaaGa 100%
Pseudanabaenaceae 18 TGCCaGCaGCCGCGGTaaGa 100%
Gloeobacteraceae 18 TGCCaGCaGCCGCGGTaaTa 100%
leptolyngbyaceae 20 CTGaCACTSakGGaCGaaa 94%
oculatellaceae 20 CTGaCACTGakGGaCGaaa 100%
Prochlorotrichaceae 20 CTGaCGCTGakGGaCGaaa 92%
Trichocoleaceae 20 CTGaCACTGaGGGaCGaaa 100%
Pseudanabaenaceae 20 CTGaCRCTGarGTaCGaaa 100%
Gloeobacteraceae 20 CTGaCGCTGaGGTaCGaaa 100%
leptolyngbyaceae 23 aTTGGGaaGaaCaCCAGCG 87% and 90%
oculatellaceae 23 aTTrGraaGaaCayCGGTG 99% and 99%
Prochlorotrichaceae 23 aTyrGGaaGaaCaCCAGTG 92% and 98%
Trichocoleaceae 23 aTCGGGaaGaaCaCCAGTG 100% and 100%
Pseudanabaenaceae 23 aTCkGGaaGaaCaCCAGTG 100% and 80%
Gloeobacteraceae 23 aTCGGGaaGaaCaCCAGCG 100% and 100%
leptolyngbyaceae 27 GGGaGTayGCACGCaaGTGTGaaaCTC 99% and 98%
oculatellaceae 27 GGGaGTaCGCTCGCaaGAGTGaaaCTC 98% and 98%
Prochlorotrichaceae 27 GGGaGTaCGCACGCaaGTGTGaaaCTC 97% and 100%
Trichocoleaceae 27 GGGaGTaCGCTCGCaaGAGTGaaaCTC 100% and 100%
Pseudanabaenaceae 27 GGGaGTaCGGTCGCaaGATTGaaaCTC 93% and 93%
Gloeobacteraceae 27 GGGaGTaCGCACGCaaGTGTGaaaCTC 100% and 100%
leptolyngbyaceae 34 yGTCaaGTCaGCaTGCCCC 94% and 100%
oculatellaceae 34 CGTCaaGTCaGCaTGCCCC 99% and 100%
Prochlorotrichaceae 34 CGTCaaGTCaTCaTGCCCC 100% and 100%
Trichocoleaceae 34 CGTCaaGTCaGCaTGCCCC 100% and 100%
Pseudanabaenaceae 34 CGTCaaGTCaTCaTGCCCC 80% and 100%
Gloeobacteraceae 34 CGTCaaGTCaGCaTGGCTC 100% and 100%
Trichocoleaceae Mai et Johansen fam. nov.
Description:—a monophyletic assemblage of genera based on 16S rrNa gene sequence phylogeny, with filaments 
containing one to many trichomes, obligately forming sheaths except in hormogonial stages. Sheaths thin and firm to 
soft and wide, lacking pigmentation. Trichomes slightly to distinctly constricted at the crosswalls, straight or flexuous, 
less than 5 µm wide. Cells shorter than wide, isodiametric, or longer than wide, with peripheral thylakoids, obligately 
without aerotopes, facultatively forming polyphosphate granules in the centroplasm. end cells cylindrical, rounded, 
rounded conical, conical, or attenuated to a point.
Type genus:—Trichocoleus (West & West) anagnostidis
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TABLE 6. length of regions within the ITS structure of species within family oculatellaceae.
Strain ID
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Oculatella neakameniensis kovacik 1990/37 7 64 37 11 74 16 73 30 34 15 11 23 - -
Oculatella atacamensis aTa2-1-ko17 7 63 37 11 74 15 73 33 34 15 11 23 52 14
Oculatella coburnii WJT55-NPBG-6a 7 64 38 11 74 15 73 30 34 15 11 23 52 14
Oculatella mojaviensis CMT-3BrIN-NPC87 7 64 36 11 74 15 73 13 34 14 11 23 52 14
Oculatella hafneriensis hindak 1982/12 7 64 38 11 74 22 73 33 35 15 11 23 52 -
Oculatella cataractarum GSe-PSe-49-07D 7 64 39 12 74 22 73 34 34 15 11 24 54 13
Oculatella subterannea VruC 135 7 64 41 11 74 82 73 37 34 15 11 23 55 14
Oculatella kauaiensis ha4348-lM1 7 124 38 11 74 76 73 22 32 15 11 23 55 14
Pegethrix convoluta GSe-PSe-Mk38-07D 7 91 33 12 74 14 73 64 36 19 11 16 110 23
Pegethrix convoluta GSe-PSe-Mk22-07D 7 91 33 12 74 14 73 64 36 19 11 16 109 23
Pegethrix indistincta GSe-TBC-7Ga 7 91 33 12 74 14 73 64 36 19 11 16 110 23
Pegethrix indistincta GSe-TBD1-7G 7 91 33 12 74 14 73 64 36 19 11 16 110 23
Pegethrix indistincta GSe-TBC-7GB 7 91 33 12 74 14 73 64 36 19 11 16 110 23
Pegethrix bostrychoides GSe-PSe-Mk47-15B 7 87 33 12 74 36 73 48 36 18 11 16 96 23
Pegethrix bostrychoides GSe-TBD4-15B 7 87 33 12 74 36 73 48 36 18 11 16 96 23
Pegethrix olivacea GSe-PSe46-15B 7 87 33 12 74 36 73 48 36 18 11 16 96 23
Pegethrix aNT.l70.1 7 75 33 12 74 14 73 43 37 18 11 16 94 23
Pegethrix aNT.lMa.1 7 75 33 12 74 14 73 43 37 18 11 16 94 23
Cartusia fontana kovacik 1999/1-lC 8 107 33 13 74 11 73 62 60 53 11 - - -
“Marsacia ferruginose” JSC-1 - 63 35 13 74 58 73 99 47 16 11 - - -
Elainella saxicola e1 7 62 34 12 74 68 73 32 33 17 11 16 21 27
Drouetiella sp. aNT.lh52.2 7 64 35 12 74 42 73 39 34 19 11 14 52 29
Drouetiella hepatica uher 2000/2452 7 64 35 12 74 42 73 39 34 19 11 14 52 51
Drouetiella lurida lukesova 1986/6 7 64 35 12 74 43 73 45 33 19 11 14 - -
Drouetiella fasciculata GSe-PSe-Mk29-07a 7 65 40 12 74 13 73 46 39 17 11 14 52 26
Thermoleptolyngbya oregonensis PCC8501 7 64 33 12 74 83 73 41 59 15 11 19 74 -
Thermoleptolyngbya albertanoe eTS-08 7 64 33 12 74 161 73 72 47 16 11 19 74 -
Timaviella karstica Gr13 8 85 39 13 74 13 73 43 44 17 11 14 59 27
Timaviella circinata Gr4 8 85 39 13 74 13 73 44 50 17 11 14 59 26
Timaviella WMT-WP7-NPa 8 75 36 15 74 15 73 21 42 17 11 14 61 27
Timaviella obliquedivisa GSe-PSe28-08a 8 63 42 21 74 50 73 41 49 17 11 14 61 27
Timaviella obliquedivisa GSe-PSe-Mk23-08B 8 63 42 21 74 50 73 41 49 17 11 14 61 27
Timaviella radians GSe-uNk-7r 8 81 42 22 74 14 73 41 33 18 11 14 59 34
Timaviella radians GSe-TBD6-7r 8 81 42 22 74 14 73 41 33 18 11 14 59 34
Tildeniella torsiva uher 1998/13d 7 66 33 14 74 11 73 35 49 18 11 15 92 16
Tildeniella torsiva hubel 1974/223 7 66 33 14 74 11 73 35 49 18 11 15 92 16
Tildeniella nuda Zehnder 1965/u140 7 65 34 12 74 84 73 46 38 17 11 13 - -
Komarkovaea angustata ey01-aM2 7 64 33 12 74 29 73 94 41 16 11 14 96 16
“Trichotorquatus” sp. Taa2-2ha1 8 80 42 14 74 37 73 34 36 16 11 14 65 -
“Trichotorquatus” sp. aTa1-4-ko25a 7 101 38 12 74 28 73 64 36 18 11 87 49 13
“Trichotorquatus” sp. WJT66-NPBG9 7 81 38 12 74 28 73 39 36 18 11 40 96 12
Kaiparowitsia implicata GSe-PSe-Mk54-09C 7 142 37 11 74 11 73 105 36 17 11 18 113 23
Kaiparowitsia implicata GSe-TBC-9Ca 7 142 37 11 74 11 73 105 36 17 11 18 113 23
Kaiparowitsia implicata GSe-TBC-9Ca2 7 142 37 11 74 10 73 105 36 17 11 18 113 23
FIGURE 6. D1-D1’ stems of species described in oculatellaceae. The stem structures of genera described previously in other publications 
(Oculatella, Thermoleptolyngbya, Timaviella) or in publications under provision (Trichotorquatus) are not shown here.
Oculatellaceae Mai et Johansen fam. nov. 
Description:—a monophyletic assemblage of genera based on 16S rrNa gene sequence phylogeny, with filaments 
without sheaths in actively growing populations, but facultatively developing sheaths in established populations, without 
false branching in some genera, but typically falsely branched in most genera. Sheaths thin, firm, lacking pigmentation. 
Trichomes slightly to distinctly constricted at the crosswalls, straight, flexuous, spirally twisted, or knotted into loose 
nodules, less than 3 µm wide. Cells shorter than wide, isodiametric, or longer than wide, with peripheral thylakoids, 
obligately without aerotopes, facultatively forming granules in the centroplasm. end cells mostly cylindrical, rounded, 
but rounded conical in some genera.
Type genus:—Oculatella Zammit, Billi & albertano
Pegethrix Mai, Johansen et Bohunická, gen. nov.
Description:—filaments mostly solitary, at times with multiple hormogonia in a common sheath, or with loose nodule 
formation, with infrequent double and single false branching. Sheath clear, thin and firm to soft and widened, but never 
diffluent. Trichomes straight, flexuous, or entangled within a sheath into a loose nodule, sometimes spirally coiled, 
slightly constricted at the crosswalls, with slow gliding motility observed in trichomes lacking sheath, not tapered. 
Cells mostly shorter than wide, becoming isodiametric to slightly longer than wide before division, without aerotopes, 
sometimes with granules in cytoplasm; with parietal thylakoids. apical cells rounded, without calyptra. Involution 
cells with axillary bud-like structures rare. reproduction by trichome fragmentation via disintegration at necridia or 
without the presence of necridia. 
Etymology:—Pege (Gr): water, stream or spring; thrix (Gr.): hair
Type species:—Pegethrix bostrychoides Mai, Johansen et Bohunická, sp. nov. 
Pegethrix bostrychoides Mai, Johansen et Bohunická, sp. nov.
Diagnosis:―Differing from other species in the genus based on the frequent formation of spirals; the internal 
loop near the base of the Box B helix of the ITS region at position 5–6/31–32 (fig. 7a) and unique V2 and V3 helices 
of the ITS region (figs. 8a, 9a). 
 Description:—Colony bright blue green, with radial fasciculation, penetrating the agar. filaments long or short, 
sometimes forming nodules (fig. 10a), or loosely to tightly spirally coiled (figs. 10b–g), rarely singly (fig. 10i) or 
doubly false branched (fig. 10h), 2.0–6.0 µm wide (to 14 µm wide at nodules). Sheath firm, colorless, usually attached 
to trichome, occasionally softer, widened (figs. 10b, i–k), sometimes irregular and stratified (fig. 10k). Trichomes 
untapered, more or less constricted at the distinctly visible cross-walls, occasionally with tight, regular, screw-like 
coils (fig. 10l), necridia not observed, 1.5–2.5–(3.0) µm wide. Cells slightly shorter than wide to longer than wide, 
rarely with a single central granule, with parietal thylakoids, 1.0–3.0 µm long. end cells rounded. 
D1-D1’ helix 85 nucleotides long, with basal 3’ side loop of 8 unpaired nucleotides (5’-uCauCCCa-3’), mid-helix 
region with two unpaired adenine residues at position 14–15, internal loops at position 22–25/56–60 and at 32–33/48–
49. Terminal loop 5’-Gaaa-3’ (fig. 6a). Box B helix 36 nucleotides long, bearing 4 nucleotides at terminal loop,
and one small internal loop at position 5–6/31–32 (fig. 7a). V2 helix 24 nucleotides long, with terminal loop of 6
nucleotides (fig. 8a). V3 helix 96 nucleotides long, with several internal loops at position 5–6/92, 10–14/86–88,
18/81–82, 36–37/62–63, with two mismatches of 5’-a/G-3’ and 5’-G/G-3’ at 29/70 and 44/55. Terminal loop sequence
5’-GaGa-3’ (fig. 9a).
Etymology:—bostrychos (Gr.): curl, anything twisted; latinized to bostrychoides
	 Type	 locality:―Drip Tank Seep Wall site, Grand Staircase-escalante National Monument (GSeNM), 
37°19’12.79’’N, 111°31’50.59”W, collected on 15 august 2006 by Markéta Bohunická. Sandstone seep wall with 
small moist area and larger pond below the rock face, within Strait Cliffs formation, in the GSeNM, kane County, 
utah, uSa. 
Holotype here designated:—Bry37770!, herbarium for Nonvascular Cryptogams, Monte l. Bean Museum, 
Provo, utah. 
 Isotype here designated:―BRY37771!,	 Herbarium	 for	 Nonvascular	 Cryptogams,	Monte	 L.	 Bean	Museum,	
Provo, utah.
 Reference strain:—GSe-PSe-Mk47-15B, algal Culture Collection at John Carroll university, Cleveland, 
uSa. 
 Taxonomic notes:—The coiling pattern is very characteristic and likely key to species identification. Spirulina 
rosea Crouan & Crouan (1867: 111) ex Gomont (1892: 253) has trichome width and pattern of coiling very similar 
to this species; however trichome coloration and especially the intensive, obligate motility observed in Spirulina 
sp. is not observed in this species. Several species of Planktolyngbya have also been described to have such coils, 
including Planktolyngbya holsatica (lemmermann 1904: 306) anagnostidis & komárek (1988: 394), Planktolyngbya 
bipunctata (lemmermann 1899: 133) anagnostidis & komárek (1988: 394), Planktolyngbya circumcreta (West 1907: 
174) anagnostidis & komárek (1988: 394) and Planktolyngbya contorta (lemmermann 1898a: 202) anagnostidis
& komárek (1988: 394). P. holsatica has dimensions that best fit with this species description (filaments up to 3.5
µm wide, trichomes 2.7–3.0 µm wide). all aforementioned Planktolyngbya sp. have homogeneous cell content,
with no constrictions at cross-walls except for P. contorta, but this species has cells distinctively longer than wide.
all Planktolyngbya sp. were originally described from planktonic communities, and the single species sequenced
for this genus is in the leptolyngbyaceae (fig. 1). Several Leptolyngbya species described with coiling behavior
include, Leptolyngbya protospira (Skuja 1939: 50) anagnostidis (2001: 367) and Leptolyngbya spiralis (Jao 1948:
169) anagnostidis (2001: 367). however the identity of this new species as either of the described Leptolyngbya sp.
is questionable, as both were described with thinner trichome widths compared to this species (L. protospira 0.16–1.4
µm wide; L. spiralis 1–1.5 µm wide), with non-granulated cell content, and non-stratified sheaths. L. protospira and
L. spiralis are found in either brackish water or marine environments, which additionally suggests that this is a new,
undescribed species to science that differs from all previously described taxa in other genera.
FIGURE . Box B helices of species described in oculatellaceae. The structures of genera described previously in other publications 
(Oculatella, Thermoleptolyngbya, Timaviella) or in publications under provision (Trichotorquatus) are not shown here.
P. bostrychoides is distinct from the four other species in this genus which we recognize in this study. It differs
morphologically based on the frequent formation of spirals. Sequence identities of the 16S rrNa gene sequences in 
the genus do not provide evidence of species separation in this genus, with values between species ranging 98.6–99.9% 
(Table 7). however, the phylogeny separates the species fairly well (fig. 2), with P. bostrychoides being sister to 
P. olivacea. The separation of species is further supported by the large percent dissimilarity of the 16S–23S ITS
region	(≥8.2%,	see	Table	8),	which	several	papers	have	found	useful	as	evidence	of	cryptic	species	separation	in	other
cyanobacterial genera (erwin & Thacker 2008, osorio-Santos et al. 2014, Pietrasiak et al. 2014).
FIGURE . V2 helices of species described in oculatellaceae. Several species do not have this structure, including Pegethrix convoluta, 
P. indistincta, antartic Pegethrix species, Cartusia fontana¸ Kaiparowitsia implicata.
TABLE . 16S rrNa genetic similarity among Pegethrix species.
Strain 1 2 3 4 5 6 7 8 9 10 11 12 13
1 P. convoluta GSe-PSe-Mk22-
07D 
-
2 P. convoluta GSe-PSe-Mk38-
07D 
100.0 -
3 P. indistincta GSe-TBC-7Ga 99.74 99.74 -
4 P. indistincta GSe-TBD1-7G 99.83 99.83 99.91 -
5 P. indistincta GSe-TBC-7GB 99.83 99.83 99.91 100.0 -
6 P. bostrychoides GSe-PSe-
Mk47-15B 
98.62 98.62 98.71 98.79 98.79 -
7 P. bostrychoides GSe-TBD4-15B 98.62 98.62 98.71 98.80 98.80 100.0 -
8 Pegethrix sp. aNT.lh70.1 99.74 99.74 99.83 99.91 99.91 98.88 98.88 -
9 Pegethrix sp. aNT.lMa.1 99.48 99.48 99.57 99.66 99.66 98.62 98.62 99.74 -
10 P. olivacea GSe-PSe-Mk46-15a 98.88 98.88 98.97 99.05 99.05 99.05 99.05 99.14 98.88 -
11 Leptolyngbya sp. 1T12c 98.28 98.28 98.36 98.45 98.45 98.62 98.62 98.54 98.80 98.10 -
12 uncultured bacterium sp. GBe-
058 
97.80 97.80 98.08 97.99 97.99 97.62 97.62 97.89 98.17 97.43 98.44 -
13 Leptolyngbya sp. VP3-07 97.16 97.16 97.42 97.33 97.33 96.90 96.90 97.24 97.50 97.24 97.25 97.26 -
TABLE . ITS genetic similarity among Pegethrix species.
Strain 1 2 3 4 5 6 7 8 9 10
1 P. convoluta GSe-PSe-Mk22-07D -
2 P. convoluta GSe-PSe-Mk38-07D 100.0 -
3 P. indistincta GSe-TBC-7Ga 95.89 95.89 -
4 P. indistincta GSe-TBD1-7G 95.89 95.89 100.0 -
5 P. indistincta GSe-TBC-7GB 95.89 95.89 100.0 100.0 -
6 P. bostrychoides GSe-PSe-Mk47-15B 76.95 76.95 76.75 76.75 76.75 -
7 P. bostrychoides GSe-TBD4-15B 77.17 76.95 76.75 76.75 76.75 100.0 -
8 Pegethrix sp. aNT.lh70.1 90.73 90.73 91.48 91.48 91.48 81.48 81.48 -
9 Pegethrix sp. aNT.lMa.1 90.71 90.73 91.47 91.47 91.47 81.44 81.44 100.0 -
10 P. olivacea GSe-PSe-Mk46-15a 77.17 77.17 76.62 76.62 76.62 91.77 91.77 80.69 80.66 -
FIGURE . V3 helices of species described in oculatellaceae. all species described have this structure. The V3 helix of Cartusia 
aeruginosa is missing because we do not have the full length of its ITS region.
FIGURE 0. Pegethrix bostrychoides. a. Nodule formation. B. existence of multiple trichomes within common sheath. C–G. Variation 
in the degree of filament coiling, from flexuous to spiral coils. h–I. Double false-branches and single false-branches. J–k. Sheath tightly 
embraces trichome or expands from trichome. l. heterogeneity in cell shape and trichome width between young and mature trichomes. 
Meristematic	zone	of	cell	division	shown	on	mature	trichome.	Scale	bar	10μm	in	1000X	magnification.
Pegethrix olivacea Mai, Johansen et Bohunická sp. nov. 
Diagnosis:―Morphologically most similar to P. convoluta in the formation of nodules, however, differing from this 
and other species in the dirty, olive-green coloration of trichomes. 
 Description:—Colony dark olive-green, hairy, spreading radially, flat and mucilaginous or mounded. filaments 
long or short, frequently irregularly bent due to uneven cell division along filament (fig. 11a–d), false branched 
(fig. 11e), sometimes loosely coiled to form irregular nodules (fig. 11d), 2.0–3.3–(3.7) µm wide. Sheath firm, 
colorless, usually attached to trichome, occasionally widened (fig. 11h), up to 1.7 µm wide. Trichomes constricted 
at indistinctly visible cross-walls, cell division along trichomes often irregular, producing cells with variable shape 
and width (figs. 11g–k), with necridia, 1.9–2.8 µm wide in young trichomes, 2.4–3.5 µm wide in actively dividing 
trichomes. hormogonia few-celled (figs. 11h–k). Cells occasionally isodiametric (1.7–2.6 µm long), shorter than 
wide in meristematic regions (1.1–1.7 µm long), often with a large central granule. end cells typically rounded, but 
sometimes elongated and/or irregularly shaped (fig. 11k).
 D1-D1’ helix similar to that of P. bostrychoides in structure and sequence, 87 nucleotides long, with basal 3’ 
side loop of 9 unpaired nucleotides (5’-uCauCCCaa-3’), opposed on the 5’ strand by a single unpaired cytosine 
residue, with mid-helix region with two unpaired adenine residues at position 14–15, several internal loops at position 
32–33/48–49 and 22–25/56–60. Terminal loop having sequence 5’-Gaaa-3’ (fig. 6b). Box B helix 36 nucleotides 
long, bearing 4 nucleotides at terminal loop, and one 5’-a/C-3’ mismatch at position 5/32 (fig. 7b). V2 helix 24 
nucleotides long, with terminal loop of 4 nucleotides (fig. 8b). V3 helix 96 nucleotides long, with several internal 
loops at positions 5–6/92, 10–14/86–88, 18/81–82 and 36–37/62–63, and two mismatches of 5’-G/a-3’ and 5’-a/G-3’ 
at positions 24/75 and 29/70 respectively. Terminal loop having sequence 5’-Guaa-3’ (fig. 9b).
Etymology:—olivacea (l.): olive-green coloration of trichomes.
	 Type	 locality:―Drip Tank Seep Wall site, Grand Staircase-escalante National Monument, 37°19’12.79’’N, 
111°31’50.59”W, collected on 15 august 2006 by Markéta Bohunická. Sandstone seep wall with small moist area and 
larger pond below the rock face, within Strait Cliffs formation, in the GSeNM, kane County, utah, uSa.
Holoype here designated:—Bry37772!, herbarium for Nonvascular Cryptogams, Monte l. Bean Museum, 
Provo, utah. 
 Reference	 strain:―GSe-PSe-Mk46-15a, algal Culture Collection at John Carroll university, Cleveland, 
uSa. 
 Taxonomic notes:—P. olivacea is phylogenetically separated from all previously described Synechococcales, 
for which sequence data exist. Comparisons with previously described Synechococcales but for which no sequence 
data exist reveal no exact matches to this species, so we conclude that this taxon is a species new to science, not a 
previously described species that should be a new combination into Pegethrix. Leptolyngbya subtilissima corresponds 
in part to this taxon, with olive-green coloration, coiled filaments, thin, and colorless and attached sheath; however, 
filament width is much narrower (1–1.8 µm wide). The zig-zag bent growth form of some trichomes was illustrated in 
both Planktolyngbya undulata komárek & kling (1991: 30) and P. limnetica (lemmermann 1898b: 154) komárková-
legnerová & Cronberg (1992: 23), but trichome dimensions, color, and benthic versus planktonic habitat are 
significantly different. 
P. olivacea is most similar to P. bostrychoides in the formation of nodules; molecular characteristics such as the
presence of a V2 helix and sequence length of conserved domains within the ITS region, particularly the D1-D1’ 
helix, V2 spacer, pre and post Box-B spacer, and V3 helix (Table 6). The 16S rrNa gene phylogeny also supports the 
close relationship between these two species (fig. 2). however, the species is distinguished from P. bostrychoides in 
trichome coloration, presence of irregularly-shaped cells, and hormogonia production, as well as nucleotide differences 
within the ITS region. Color of trichomes and cell characteristics also distinguish P. olivacea from other Pegethrix sp. 
Compared with other species of Pegethrix, percent dissimilarity based on aligned ITS regions of the species to all other 
species is in the range of 8%–23% (Table 8), and the sequence lengths of the ITS between P. olivacea and P. convoluta, 
P. indistincta and the antarctic Pegethrix sp. are also very different (Table 6).
Pegethrix convoluta Mai, Johansen et Bohunická sp. nov. 
Diagnosis:―Differing from other species in the genus based on the frequent formation of loose irregular nodules. 
Distinguishable from P. indistincta in the cytosine residue opposite the basal 3’ unilateral bulge of the D1-D1’ helix 
(figs. 6c, d) and the V3 helix sequence and structure (figs. 9c, d). Some similarity with P. bostrychoides and P. 
olivacea in nucleotides 1–15 on the 5’ strand and their complement was observed, but the absence of the V2 helix and 
other dissimilarities clearly set them apart.
FIGURE . Pegethrix olivacea. a–D. Irregular filament shapes due to uneven cell division events along trichome. e. Single false-
branching filament. f. Nodule formation. G–k. Irregular cell shape and trichome length, hormogonia few-celled, abundant. Scale bar 
10μm	in	1000X	magnification.
 Description:—Colony bright blue green, radially spreading, growing into the agar. filaments fasciculated, long, 
sometimes singly or doubly false branched (fig. 12a), straight or slightly bent (figs. 12a–b, e), frequently forming 
loose to compact nodules (figs. 12b–c), 1.4–3.9–(4.9) µm wide. Sheath firm, colorless, usually attached to trichome 
(fig. 12e), occasionally widened (figs. 12d–e), rarely irregular and stratified, up to 1.3 µm wide. Trichomes untapered, 
not or slightly constricted at distinctly visible cross-walls, with necridia (figs. 12b, e–f), lacking meristematic zones, 
with cell division occurring throughout trichome, 1.3–2.5 (3.2) µm wide. hormogonia few-celled (fig. 12a). Cells 
slightly shorter than wide to longer than wide, sometimes with a single central granule, with parietal thylakoids, 
1.0–2.5–(3.7) µm long. end cells rounded. 
 D1-D1’ helix of the 16S–23S ITS region 91 nucleotides long, with basal 3’ side loop of 9 unpaired nucleotides (5’-
aCauCCCaa-3’) opposed by a single cytosine residue, with multiple small internal loops at position 14–15/69–70 
(with sequence 5’-aG/Ga-3’), at 26–27/56–57 and 32–33/50–51, one large asymmetrical internal loop at position 
19–23/60–65. Terminal loop with 4 nucleotides, with sequence 5’-GaGa-3’ (fig. 6c). No V2 helix present between 
trNaala and trNaIle. Box B helix with 36 nucleotides, bearing 6 nucleotides at terminal loop (fig. 7c). V3 helix 110 
nucleotides long, with one basal internal loop (5–6/101), one unilateral bulge at positions 12–14, several small internal 
loops at positions 27–29/81–83, 32–33/76–77, 39–41/68–71 and 45–48/61–64 and a pair of mismatched 5’-u/C-3’ at 
position 36/74. Terminal loop of 6 nucleotides, having sequences 5’-Guaaaa-3’ (fig. 9c).
Etymology:—convoluta (l.): rolled up; referring to the nodules in the trichomes.
 Type	locality:―lower Calf Creek falls site, Grand Staircase-escalante National Monument, 37°49’44.77’’N, 
111°25’12.58”W, collected on 15 august 2006 by Markéta Bohunická. large seep wall and waterfall in Navajo 
Sandstone, in the GSeNM, kane County, utah, uSa. Small pool with blackened soil and microbial layer at the base 
of seep wall.
Holotype here designated:—Bry37773!, herbarium for Nonvascular Cryptogams, Monte l. Bean Museum, 
Provo, utah. 
	 Reference	strain:―GSe-PSe-Mk38-07D, algal Culture Collection at John Carroll university, Cleveland, uSa. 
other reference strain of the species: GSe-PSe-Mk22-07D, algal Culture Collection at John Carroll university, 
Cleveland, uSa. 
 Taxonomic notes:—Based on the ecological preference for subaerophytic environments, morphological traits 
such as the absence of constrictions at cross-walls, attached sheaths, and rounded apical cells, this species keys to 
several possible species in Leptolyngbya, including Leptolyngbya “Albertano/Kováčik-green”	 1992,	 L. compacta 
(kützing ex hansgirg 1892b: 88) komárek in anagnostidis (2001: 374), L. subtilissima (kützing ex hansgirg 1892b: 
87) komárek in anagnostidis (2001: 374), and L. schmidlei (limanowska 1912: 364) anagnostidis & komárek (1988:
392). The closest morphospecies using both morphological and ecological criteria is L. compacta. Compared to L.
compacta and L. subtilissima, P. convoluta has larger trichome width, and isodiametric to shorter than wide cells
compared to the isodiametric to longer than wide cells in those two species. Trichomes of L. schmidlei have average
width larger than P. convoluta. L. compacta, L. subtilissima and L. schmidlei are poorly understood species based on
the absence of illustrations in the original diagnoses and later accounts (komárek & anagnostidis 2005), and so these
names should likely be avoided in modern taxonomic treatments. We conclude that this species has not been described
before in any other genus, and represents a new species to science.
P. convoluta is morphologically similar to P. olivacea, but differs in trichome color and in the sequence of the
16S-23S ITS region (percent dissimilarity = 8.23%, see Table 8). It is molecularly most similar to P. indistincta, 
with highly similar secondary structures (identical in the Box B helix) and fairly low percent dissimilarity between 
ITS sequences. Percent dissimilarity between P. convoluta and P. indistincta is intermediate between levels normally 
separating species and populations of the same species (4.11%, see Table 8). The trichome widths overlap, although P. 
indistincta typically has wider trichomes than P. convoluta. 
Pegethrix indistincta Mai, Johansen et Bohunická, sp. nov. 
Diagnosis:―Morphologically intermediate between other species, differing in the absence of spiraling and nodule 
formation; with conserved ITS domains almost identical in shape to D1-D1’ helix of P. convoluta (fig. 6d). 
Distinguishable from this species in the adenine residue opposite the basal 3’ unilateral bulge of the D1-D1’ helix and 
sequence from position 1–15/69–90 (figs. 6d), and the V3 helix sequence and structure (figs. 9d). 
Description:—Colony bright blue green or olive-green. filaments long, with variation in width between young 
and mature trichomes (figs. 13a), rarely singly or doubly false branched (figs. 13a–b), rarely with more than one 
trichome sharing a common sheath (fig. 13c), 2.3–4.0 µm wide. Sheath firm, usually attached to trichome, occasionally 
widened, rarely irregular and stratified (fig. 13d), absent in immature filaments or hormogonia. Trichomes untapered, 
FIGURE . Pegethrix convoluta. a. Consecutively false-branching filaments. B–C. Compact nodules formed by rapid cell division in 
local region of trichomes. D–e. Sheath rarely irregular and stratified, more commonly tightly attached to trichomes. f. Necridia abundant 
in	mature	trichomes.	Scale	bar	10μm	in	1000X	magnification.
FIGURE . Pegethrix indistincta. a–B. Double and single-false branching filaments. C. Multiple trichomes coiling in one common 
sheath. D. Thick and firm sheath observed in mature trichomes. e–f. hormogonia released from bundles of trichome undergoing rapid 
disintegration	(note	necridia).	Scale	bar	10μm	in	1000X	magnification.
not or slightly constricted at distinctly visible crosswalls, with necridia (figure 13c–d, f), with meristematic zones, 
1.9–3.3 µm wide. hormogonia short (figs. 13e–f). Cells typically isodiametric, often shorter than wide especially in 
meristematic zones (fig. 13f), slightly longer than wide in young trichomes (fig. 13a–b), (1.3)–1.7–2.7 µm long. end 
cells rounded. 
 D1-D1’ helix of the 16S–23S ITS region 91 nucleotides long having the basal 3’ side loop of 8 unpaired nucleotides 
(5’-CauCCCaa-3’) opposed by a single adenine residue, with multiple internal loops at positions 14–15/69–70, 
19–23/60–65, 26–27/56–57 and 32–33/50–51. Terminal loop with 4 nucleotides, with sequence 5’-Gaaa-3’ (fig. 
6d). Box B helix is identical to P. convoluta with 36 nucleotides, bearing 6 nucleotides at terminal loop (fig. 7c). No 
V2 helix present between trNaala and trNaIle. V3 helix 110 nucleotides long, with one basal internal loop (5–6/101), 
with one unilateral bulge at position 12–14, several small internal loops at positions 23–27/88–89, 30–32/84–85, 
35–36/79–81, 42–45/71–73 and 49–51/64–67. Terminal loop of 6 nucleotides, bearing sequence of 5’-Guaaua-3’ 
(fig. 9d).
 Etymology:—indistinctus (l.): indistinct, without morphological apomorphies that distinguish it from the other 
species.
	 Type	locality:―lower Calf Creek falls site, Grand Staircase-escalante National Monument, 37°49’44.77’’N-
111°25’12.58”W, collected on 15 august 2006 by Markéta Bohunická. large seep wall and waterfall in Navajo 
Sandstone, in GSeNM, kane County, utah, uSa. found in black compact microbial mat.
 Holotype here designated:—Bry 37774!, herbarium for Nonvascular Cryptogams, Monte l., Bean Museum, 
Provo, utah. 
	 Isotypes	here	designated:―Bry37775! and Bry37776!, herbarium for Nonvascular Cryptogams, Monte l., 
Bean Museum, Provo, utah.
	 Reference	 strain:	―GSe-TBC-7Ga, algal Culture Collection at John Carroll university, Cleveland, uSa. 
additional reference strains: GSe-TBC-7GB and GSe-TBD1-7G, algal Culture Collection at John Carroll university, 
Cleveland, uSa. 
Pegethrix sp. ANT.LH0. & ANT.LMA. (fig. 6e, 7d, 9e)
Diagnosis:―Secondary structure of the conserved D1-D1’ domain most similar to P. bostrychoides and P. olivacea in 
the presence of the largest internal loop at position 20–23/44–48 (fig. 6e). Similar to P. convoluta and P. indistincta in 
the presence of the internal loop at position 14–15/53–54 of D1-D1’ helix (fig. 6e), the basal mismatch at position 5 
on 5’ strand of Box B (fig. 7d) and the basal helix of V3 at position 1–18 on 5’ strand and its 3’ complement especially 
at the basal internal loop and the 5’ unilateral bulge. Dissimilarities between the structure and sequence of these 
conserved domains of antarctic Pegethrix sp. and other species of the genus clearly set them apart. 
 Description:—filaments rarely false branched. Sheath present. Trichomes brownish, constricted, without 
necridia, 1.73 ± 0.23 µm wide. Cells are generally isodiametric, 1.76 ± 0.94 µm long, but Brown et al. (2010) also 
reported two different morphotypes within one single species culture, with cells both longer and shorter than wide. 
D1-D1’ helix 76 nucleotides long, with basal 3’ side loop of 9 unpaired nucleotides (5’-CCauCCCaa-3’), opposed 
on the 5’ strand by a single unpaired adenine residue. Mid-helix region with several internal loops at positions 14–
15/53–54, 20–23/44–48 and 26–27/40–41, and one large bilateral bulge at position 20-23/44-48, and a terminal loop 
of 4 nucleotides, having sequence of 5’-Gaaa-3’ (fig. 6e). Box B helix 37 nucleotides long, bearing 5 nucleotides in 
terminal loop (fig. 7d). No V2 helix present between trNaala and trNaIle. V3 helix 94 nucleotides long, with several 
internal loops at positions 5–6/90, 21-22/77–78, 30–36/63–69 and 42–44/55–57, with a unilateral bulge at position 
12–14 on the 5’ strand. Terminal loop 4 nucleotides, 5’-Guaa-3’ (fig. 9e). 
 Collection locality:—Strains were collected in a water body of larsemann hills, located in the Prydz Bay region, 
which consists of two major ice-free regions in continental east antarctica.
Reference	strains:―aNT.lh70.1, aNT.lMa.1.
 Taxonomic notes:—The two strains representing this taxon were collected from antarctic water bodies by others. 
Based on the description, isolated distribution, molecular data and site information provided by those authors (Taton 
et al. 2006, Sabbe et al. 2014), this is likely an undescribed species of Pegethrix. We do not name it here as we do not 
have the culture in our possession and consequently cannot prepare valid type materials. The description above is taken 
from the original work. 
Drouetiella Mai, Johansen et Pietrasiak gen. nov. 
Description:—filaments mostly solitary, at times consolidated into fascicles, with infrequent single false branching. 
Sheath clear, thin, and firm, occasionally widened. Trichomes untapered, straight, flexuous, or spirally coiled, but not 
in nodules, slightly constricted at the crosswalls. Cells mostly longer than wide, becoming isodiametric to slightly 
shorter than wide in dividing trichomes, without aerotopes, rarely with a central granule in the cytoplasm; with parietal 
thylakoids. apical cells cylindrical, untapered, rounded, without calyptra. reproduction by trichome fragmentation 
via disintegration without necridia.
 Etymology:—Drouetiella: named in honor of francis Drouet, a prominent North american phycologist of the 
late 20th century whose monographic works still serve as a primary bibliographic reference into the nomenclature of 
the cyanobacteria.
Type species:—Drouetiella lurida (Gomont) Mai, Johansen et Pietrasiak comb. nov.
Taxonomic notes:—The genus Drouetiella currently contains three named species: D. lurida, D. fasciculata, and 
D. hepatica. This genus is most closely related to the cluster containing both Cartusia and Pegethrix (fig. 2). Genetic
identity analysis of the 16S rrNa of these species separated three species at the 98.8 % threshold (Table 9). however,
their percent dissimilarity in the ITS regions strongly supported their separation into four different lineages (Table 10).
There	are	also	diagnosable	differences	among	the	species	in	their	morphology	(Figs.	14‒16)	and	secondary	structures
of the ITS.
TABLE . 16S rrNa genetic similarity among Drouetiella species.
Strain 1 2 3 4
1 Drouetiella species aNT-lh52.2 -
2 Drouetiella hepatica uher2000/2452 99.50 -
3 Drouetiella lurida lukeSoVa1986/6 97.52 97.40 -
4 Drouetiella fasciculata GSe-PSe-Mk29-07a 96.90 96.63 96.42 -
TABLE 0. ITS genetic similarity among Drouetiella species.
Strain 1 2 3 4
1 Drouetiella species aNT-lh52.2 -
2 Drouetiella hepatica uher2000/2452 93.07 -
3 Drouetiella lurida lukeSoVa1986/6 82.35 81.77 -
4 Drouetiella fasciculata GSe-PSe-Mk29-07a 74.99 75.12 76.35 -
Drouetiella lurida (Gomont) Mai, Johansen et Pietrasiak comb. nov.
Basionym:—Phormidium luridum Gomont 1892, Annales des Sciences Naturelles, ser. 7 16:165, plate 4, figs 17, 
18.
Later Synonyms:—Leptolyngbya lurida (Gomont) anagnostidis & komárek 1988: Archiv für Hydrobiologie, 
Supplement 80: 392
 Diagnostic	features:―Dissimilar to all other Drouetiella species in the shape and sequence of D1-D1’ helix and 
V2 helix (figs. 6, 8). 
 Description of epitype:—Colony reddish brown or brown in actively growing cultures, turning olive-green as 
culture senesces (fig. 14a). filaments long, without false branching, 2.0–2.6 (3.4) µm wide. Sheath firm, thin, colorless, 
up to 0.8 µm wide (fig. 14c). Trichomes not or slightly constricted at distinct cross-walls, without necridia, lacking 
meristematic zones, with cell division occurring throughout the length of the trichomes, 1.7–2.1 µm wide. hormogonia 
absent. Cells mostly longer than wide (figs. 14b, d), rarely isodiametric after division, with parietal thylakoids, with 
up to three granules usually in the middle of the cell, (2.1) 2.9–3.8 (5.4) µm long. end cells untapered, rounded.
 D1-D1’ helix 64 nucleotides long, with basal side loop of 7 nucleotides (5’-CauCCCa-3’), at mid-helix with one 
large internal loop at position 14–17/41–44, one pair of mismatched nucleotides at position 9 on the 5’ strand (u/u) 
and one sub-terminal internal loop at 23–24/34–35 immediately separated from the terminal loop by a 5’-GC:GC-3’ 
clamp. Terminal loop of 5 nucleotides, terminal sequence 5’-auaGu-3’ (fig. 6i). Box B 34 nucleotides long, with 
one basal internal loop at position 5/27–28 and one unpaired adenine residue at position 9 of the 5’ strand (fig. 7h). V2 
helix 18 nucleotides long, unique in sequence and shape, terminal loop of 4 nucleotides, sequence 5’-uuuG-3’ (fig. 
8f). V3 helix was not reported as the sequence from NCBI terminated before the end of the ITS region.
 Epitype:—Czech republic: City of Most, collected in 1986 by alena lukesova (epitype Bry37777!, herbarium 
for Nonvascular Cryptogams, Monte l. Bean Museum, Provo, utah). 
 Reference	 strain:―lukesova 1986/6, algal Culture Collection at John Carroll university, Cleveland, uSa. 
found in tailings of Cainozoic clay.
FIGURE 4. Drouetiella lurida. a. olive-greenish trichome coloration of mature culture. B. liver-brown filament coloration in healthy 
culture.	C–D.	Filaments	with	 thin,	 attached	sheath,	 indistinct	with	no	diacritical	characters.	Scale	bar	10μm	 in	400X	(A)	and	1000X	
magnification (B–D).
FIGURE . Drouetiella fasciculata. a. fasiculated filaments with individual sheath. B. Mature trichomes with one to two large central 
granules. B–C. Different coiling patterns of filaments. D. hormogonia. e–G. Cells barrel-shaped, not constricted and separated by 
somewhat	translucent	cross-walls.	Scale	bar	10μm	in	400X	(A)	and	1000X	magnification	(B–J).
FIGURE 6. Drouetiella hepatica. a. heterogeneity in trichome width between young and mature filaments, young filaments isodiametric 
to slightly cylindrical. B–C. false-branching very rare in young trichomes, only single false-branches observered. D–f. Sheath sometimes 
elongated and lamellate as in (e). G. rapid cell division in meristematic zones sometimes caused twisted trichomes. h. frequent necridia 
occur	along	actively	dividing	trichomes.	Scale	bar	10μm	in	1000X	magnification.
 Taxonomic notes:—our strain conforms very well to the original description of Phormidium luridum Gomont, 
being nearly identical in filament, trichome, and cell dimensions, degree of constriction at cross-walls, and the purplish 
brownish color in actively growing populations, and with olive green coloration in less actively growing parts of the 
mat. P. luridum (subsequently Leptolyngbya lurida) was described as having dark blue-green to dull violet or blackish 
mats with the subsurface layers being greyish green, which is slightly different than having cultures that have thin 
mats which change color with age. however, our material is so close morphologically to P. luridum, and is additionally 
from a european location, that we felt it could not be reasonably separated from that species. komárek & anagnostidis 
(2005) indicate that L. lurida is very widespread, and in need of revision. It clearly does not fit Leptolyngbya sensu 
stricto, which consistently has isodiametric cells and false branching. We have designated an epitype which we have 
characterized fully to help cement the concept of the species.
 The 16S rrNa gene phylogeny shows that D. lurida is more closely related to the species cluster of D. hepatica 
and antarctic Drouetiella than to D. fasciculata (fig.2, Table 9). however, in examining the percent dissimilarity of 
the 16S–23S ITS region, D. lurida	is	>17.0%	(Table	10)	different	from	all	other	species	in	the	genus―strong	evidence	
of separation of species.
Drouetiella sp. ANT.LH. (figs. 6g, 7f, 8d, 9g)
Molecular	Diagnosis:―Secondary structures of conserved domain of the ITS are very similar to D. hepatica, almost 
identical in shape but with considerable difference in sequences (figs. 6g, 7f, 8d, 9f), separated from D. hepatica by 
the extremely different habitats. Similar to other species in the presence of a 5’-GC:GC-3’ closing pairs immediate to 
the terminal loop in the D1-D1’ stem (fig. 6g), and position 1–14 of the 5’ strand and its 3’ complementary of the Box 
B structure (fig. 7f), but is variously different in other characteristics.
 Molecular Description:—D1-D1’stem 64 nucleotides long, with basal 3’ unilateral bulge of 7 unpaired nucleotides 
(5’-CauCCCa-3’). Mid-helix region with one small internal loop at position 24/34–35 immediately separated from 
the terminal loop by a 5’-GC:GC-3’ clamp, and two mismatches at position 9 (u/u) and 21 (G/a) on 5’ strand. 
Terminal loop having sequence 5’-aauCa-3’ (fig. 6g). Box B helix 34 nucleotides long, with one basal internal loop 
at position 5/29–30 and one unpaired adenine residue at position 9 of the 5’ strand (fig. 7f). V2 helix 21 nucleotides 
long, almost identical to D. hepatica, terminal loop of 5 nucleotides with sequence 5’-auuuu-3’ (fig. 8d). V3 
structure 52 nucleotides long, with one large internal loop at position 11–13/40–42 and one mismatch at position 6 
(a/G) of the 5’ strand. Terminal loop sequence 5’-uaaG-3’ (fig. 9g).
Reference	strain:―Leptolyngbya frigida aNT.lh52.2.
 Taxonomic notes:—This species of Drouetiella was isolated from an antarctic environment without morphological 
description, and was identified on the basis of molecular characteristics only. Its original strain designation is 
Leptolyngbya frigida aNT.lh52.2, but it certainly does not belong to Leptolyngbya. other antarctic strains designated 
as L. frigida (aNT.lh70.1, aNT.lMa.1) are phylogenetically placed in Pegethrix (fig. 2), so the correct placement 
of the species epithet frigida is ambiguous at this time. If the holotype specimen of L. frigida could be sequenced, it is 
possbile that it could be confirmed to belong in either Pegethrix or Drouetiella.
Drouetiella fasciculata Mai, Johansen et Bohunická sp. nov.
Diagnosis:―D.fasciculata is phenotypically distinct from other Drouetiella species due to its bright blue-green color 
and fasciculation of trichomes. The V3 helix has identical sequence and structure to D. hepatica in nucleotides 1–8 on 
the 5’ strand and their complement on the 3’ strand (fig. 8e); however, in general it is distinctive in length and sequence 
from all other species (Table 6). The percent dissimilarity between the ITS region of this species and the other taxa is 
>25% (Table 10).
 Description:—Colony bright blue green, composed of fasciculated (fig. 15a) and solitary filaments, growing 
into the agar. filaments long, without false branching, frequently slightly coiled and entangled (figs. 15b–c), 2.7–
3.2 µm wide. Sheath firm, usually attached to trichome, occasionally distinct, clear, up to 1.3 µm wide. Trichomes 
not constricted at the cross-walls, with necridia, lacking meristematic zones, with cell division occurring throughout 
trichome, 1.5–2.4 (3.0) µm wide. hormogonia rare (fig. 15d). Cells longer than wide, occasionally isodiametric after 
division, with peripheral thylakoids, with one large or two smaller central granules, 3.1–4.4 (5.4) µm long (figs. 
15e–f). end cells untapered, rounded (fig. 15g). 
 D1-D1’ 65 nucleotides long, with a 3’ unilateral bulge of 7 nucleotides (5’-CaaCCCa-3’), and several internal 
loops in the mid-helix region at positions 8–9/49–50 and 15–16/43–44, with the largest bilateral bulge at position 
21–24/34–38 immediately subtending the terminal loop by a 5’-GC:GC-3’ clamp (fig. 6h). Box B helix 39 nucleotides 
long, with a basal bulge at position 5/34–35 and one unpaired adenine residue at position 9 on the 5’ strand (fig. 7g). 
V2 helix 11 nucleotides long, with a 5-nucleotide terminal loop, having sequence 5’-aauau-3’ (fig. 8e). V3 helix 51 
nucleotides long, with one basal unpaired guanine residue at position 46 of the 3’ strand, and one large bilateral bulge 
at position 9–12/39–42. Terminal loop sequence 5’-uuGC-3’ (fig. 9h). 
Etymology:—fasciculatus (l.): fasciculate, referring to the ability of this species to form fascicle of trichomes.
	 Type	locality:―lower Calf Creek falls site, in the Grand Staircase-escalante National Monument, 37°49’44.77’’N, 
111°25’12.58”W, collected on 15 august 2006, by Markéta Bohunická. large seep wall and waterfall in Navajo 
Sandstone, found in mats with filamentous algae, in the GSeNM, kane County, utah, uSa.
Holotype here designated:—Bry37779!, herbarium for Nonvascular Cryptogams, Monte l., Bean Museum, 
Provo, utah. 
 Reference	 strain:―GSe-PSe-Mk29-07a, algal Culture Collection at John Carroll university, Cleveland, 
uSa. 
 Taxonomic notes:—The simple morphology of D. fasciculata keys to multiple species of Leptolyngbya. The 
subaerophytic species, Leptolyngbya gracillima (hansgirg 1892b: 41) anagnostidis & komárek (1988: 391) is similar 
in dimensions, but differs in the possession of false branching. Leptolyngbya lagerheimii (Gomont ex Gomont 1892: 
147) anagnostidis & komárek (1988: 391) is similar but was described from stagnant waters in a tropical climate
(Brazil). Leptolyngbya subtruncata (Woronichin 1930: 69) anagnostidis (2001: 368) was close to D. fasciculata in
size of cells, but was described as having truncate apical cells. L. subtruncata is an incompletely described species,
and is sufficiently ecologically different from D. fasciculata that we do not feel using this name is appropriate for
our populations. Several other species were also described to have similar morphology, especially the irregular coils,
including Leptolyngbya fritschii anagnostidis (2001: 366), Leptolyngbya mucosa (Gardner 1927: 43) anagnostidis &
komárek (1988: 392), Leptolyngbya patinae (Schwabe 1944: 180) anagnostidis (2001: 367), Leptolyngbya spiralis
(C.-C.Jao 1948: 169) anagnostidis (2001: 367), and Lyngbya jacutica kisselev (1935:73). These five species were
described from tropical, marine, or polar aquatic habitats very different from the temperate climate, subaerophytic
habitat in which D. fasciculata was found. furthermore, they differ in dimensions, and it appears to be a new species.
It is equally morphologically dissimilar to these species, such that it could not be assigned to any one of them with
confidence.
Drouetiella hepatica Mai, Johansen et Pietrasiak sp. nov.
Diagnosis:―Distinguished from the other species of the genus by its meristematic zones and false branching, and by 
its wide variability in trichome width. 
Description:—Colony brownish or purplish-brown, forming floating, mucilaginous mats in liquid culture. 
filaments long or short. Mature filaments 2.8–3.7 µm wide (figs. 16a, g–h), young filaments narrower, 2.3–2.8 
µm wide (figs. 16b–f), occasionally with false branching (fig. 16a–b). Sheath firm, colorless, thin to occasionally 
enlarged (figs. 16c–e) and lamellate (fig. 16e), up to 4.4 µm wide. Trichomes not or slightly constricted at cross-walls, 
cylindrical, with compacted coils at meristematic zones (figs. 16a,g), 1.5–2.1 µm wide in young trichomes and 1.7–3.0 
µm wide in mature trichomes. hormogonia absent. Cells longer than wide and occasionally elongated, (2.2) 3.1–4.5 
µm long, or in meristematic regions isodiametric, 2.0–2.6 µm long, with one central granule present in both young and 
mature cells. Necridia present (fig. 16h). end cells cylindrical, rounded. 
D1-D1’ helix 64 nucleotides long, with 3’ unilateral bulge of 7 nucleotides (5’-CauCCCa-3’). Mid-helix region 
with a mismatch at position 24/34–35 immediately separated from the terminal loop by a 5’-GC:GC-3’ clamp, and two 
mismatches at position 9 (C/u) and 21 (G/a) on the 5’ strand. Terminal loop having sequence 5’-aauCa-3’ (fig. 6f). 
Box B helix 34 nucleotides long, with one basal internal loop at position 5/29–30 and one unpaired adenine residue at 
position 9 of the 5’ strand (fig. 7e). V2 helix 21 nucleotides long, with terminal loop having sequence 5’-aauau-3’ 
(fig. 8c). V3 helix 51 nucleotides long, with one large internal loop at position 10–12/39–41 and one unpaired guanine 
residue at position 46 on 3’ strand. Terminal loop sequence 5’-uuaG-3’ (fig. 9f).
Etymology:—hepaticus (l.): of or pertaining to the liver, in reference to the dark reddish brown (liver-colored) 
color of the colonies.
Type	 locality:―Slovakia. National Park Slovak Paradise: Waterfall kaskady, gorge Sucha Bela, collected in 
2000 by Bohuslav uher. found on subaerial limestone.
Holotype here designated:—Bry37778!, herbarium for Nonvascular Cryptogams, Monte l. Bean Museum, 
Provo, utah. 
Reference	strain:― uher 2000/2452, algal Culture Collection at John Carroll university, Cleveland, uSa. 
 Taxonomic notes:—The characteristic coloration of the trichomes is similar to Leptolyngbya cebennensis 
(Gomont 1899: 38) umezaki & Watanabe (1994: 203), L. carnea (kützing ex lemmermann 1910: 206) anagnostidis 
& komárek (1988: 391) and Lyngbya roseola richter ex hansgirg (1892: 491). Trichomes and cell dimensions fit 
well with Leptolyngbya cebennensis and Lyngbya roseola, although the characteristic of heterogeneity in width of 
young and mature trichomes as well as the absence of pseudobranches separate D. hepatica from these taxa. L. carnea 
has granulated cell contents, tortuous trichomes and irregular sheath outlines that match filaments of D. hepatica. 
however, D. hepatica has wider trichomes, and brownish rather than pinkish coloration. No lamellate sheath was 
reported in any of the above species. 
D. hepatica is distinct from the other named Drouetiella species based on percent dissimilarity of the ITS region,
which is >18% (Table 10). This very well satisfies the criterion for species distinction based on percent dissimilarity of 
>4.0% (erwin & Thacker 2008, osorio-Santos et al. 2014, Pietrasiak et al. 2014, Bohunická et al. 2015). The closest
taxon to D. hepatica is a strain that was named Leptolyngbya frigida aNT.lh52.2 by the researchers that found it and
subsequently reported on it (Taton et al. 2006, Sabbe et al. 2004). aNT.lh52.2 has high 16S rrNa gene similarity
to D. hepatica (99.5% identity), but dissimilarity in the ITS regions between two taxa is well above the 4% level
used as evidence of conspecificity. Both taxa have identical domain lengths in the ITS region (Table 6). The most
striking similarity between the two taxa is the near complete similarity of secondary structure of the conserved ITS
domains (figs. 6–9). We do not know the morphology of aNT lh52.2, so a decision as to whether or not to consider
it conspecific with D. hepatica must be postponed until more information is available, but the evidence that this strain
and associated sequence belong to Drouetiella is unequivocable. It is discussed further under antarctic Drouetiella sp.
above.
Timaviella sp. WMT-WP-NPA 
Description:—D1-D1’ helix 75 nucleotides long, with a 3’ basal unilateral bulge of 8 nucleotides (5’-CauCCCaa-3’), 
having several internal loops at positions 14–17/50–54, 21–23/44–46 and 26–27/40–41. Terminal loop 4 nucleotides, 
5’-GCaa-3’ (fig. 6j). Box B helix 42 nucleotides long, with a basal internal loop at position 5/37–38, one unpaired 
adenine residue at position 9 and a u/C mismatch at position 13/29 (fig. 7i). V2 helix 12 nucleotides long (fig. 8g). 
V3 helix 61 nucleotides long, with three internal loops at positions 5/55–57, 10/48–50 and 23/34–35, separated from 
the terminal loop by a 5’-Gu:aG-3’ clamp (fig. 9i). 
Compared to other species, D1’-D1’ helix structure has identical basal sequence (region 1–9/59–75) especially 
the 3’ side loop and a u/u mismatch at position 9/75 (fig. 6j), and the V3 helix is almost identical in shape to T. 
obliquedivisa with minor differences in sequence. The strain is similar in the base of Box B helix to T. radians at 
position 1–5 and its complement on the 3’ strand (fig. 7i); however, it differs in other molecular characteristics. 
Collection locality:—White Mountain Wilderness, California, uSa.
 Taxonomic notes:—The reference material for this species did not survive in culture, and thus has no morphological 
description. The species has high similarity in the 16S rrNa sequence to other species of this genus (Table 11), but we 
do not have enough morphological information to formally describe this as a species within Timaviella. 
TABLE . 16S rrNa genetic similarity among Timaviella species.
Strain 1 2 3 4 5 6 7
1 Timaviella karstica Gr13 -
2 Timaviella circinata Gr4 98.71 -
3 Timaviella sp. WMT-WP7-NPa 98.45 98.97 -
4 Timaviella obliquedivisa GSe-PSe28-08a 98.36 96.36 99.05 -
5 Timaviella obliquedivisa GSe-PSe-Mk23-08B 98.36 96.36 99.05 100.0 -
6 Timaviella radians GSe-uNk-7r 96.82 97.08 97.25 96.81 96.81 -
7 Timaviella radians GSe-TBD6-7r 96.82 97.08 97.25 96.81 96.81 100.0 -
Timaviella obliquedivisa Mai, Johansen et Bohunická sp. nov. 
Diagnosis:―Similar to T. radians, but differing in the profuse single and double false-branching and the coloration 
of trichomes, as well as the shorter D1-D1’ helix. V3 helix almost identical in shape to V3 helix of Timaviella species 
WMT-WP7-NPa in shape and sequence (fig. 9j). Box B helix also similar to both other species, but with notable 
differences in all conserved domains of the ITS region (figs. 6k, 7j, 8h, 9j).
 Description:—Colony radially spreading, compact, firm, leathery, sometimes mounded, dark green, with 
yellowed margins near senescence. filaments, untapered to slightly tapered (figs. 17a–b), with repeated single and 
double false branching (figs. 17c–e), 2.0–3.2 (3.9) µm wide. Sheath usually thin, soft, colorless, rarely extended past 
trichome apex), up to 1.3 µm wide. Trichomes false branched, with some branches erect and almost perpendicular to 
the original axis of the trichome (fig. 17f–h), not constricted at distinctly visible cross-walls, occasionally becoming 
almost biseriate due to oblique division and compression of cells (fig. 17f), 2.0–2.9 µm wide. Necridia present, 
hormogonia rare. Cells cylindrical, shorter than wide to longer than wide, with parietal thylakoids, often with one large 
central granule, 1.8–2.7–(3.7) µm long.
FIGURE . Timaviella obliquedivisa. a–B. Slightly tapering filaments. C–e. Consecutive double and single false-branches in filaments 
resulting in branch-like structures. f–G. Cell division in oblique angles, causing geminate, knot-like branching or resembling to true-
branching.	H.	Compact	coiling	of	trichomes	within	sheath.	Scale	bar	10μm	in	1000X	magnification.
 D1-D1’ helix 63 nucleotides long, with a 3’ unilateral bulge of 8 nucleotides (5’-CauCCCaa-3’). Mid-helix 
with a pair of nucleotide mismatch of u/u and two internal loops at position 14–15/41–42 and 20–23/32–36 which 
is separated from the terminal loop by a 5’-GC:GC-3’ clamp. Terminal loop having sequence 5’-Gaaa-3’ (fig. 6k). 
Box B helix 50 nucleotides long, with several internal loops at position 5/44–46, 8–9/41 and 25–25/31–35, an internal 
mismatch 5/44–46 probably due to an insertion of an adenine residue. Terminal loop 5 nucleotides long, 5’-uuaau-3’ 
(fig. 7j). V2 helix 29 nucleotides long, with one internal loop at position 5–6/23–25 (fig. 8h). V3 helix 62 nucleotides 
long, with several internal loops at positions 4/55–57, 11–12/47–50 and 23/34–35, separated from the terminal loop by 
a 5’-Gu:aG-3’ clamp (fig. 9j).
 Etymology:—obliquus (l.): oblique; divisus (l.) divided; referring to the obliquely dividing cells that give rise 
to biseriate trichomes.
	 Type	locality:―Big horn Seep Wall, Grand Staircase-escalante National Monument, 37°43.012’ N-111°28.273’ 
W, collected on 15 august 2006 by Markéta Bohunická. hanging garden (concave wet rock face in a grotto with 
vascular plants hanging from the rock) on a sandstone rock wall in the Carmel-Page formation, partly covered with 
organic debris, mosses and vascular plants, in the GSeNM, kane County, utah, uSa. 
 Holotype here designated:—Bry37787!, herbarium for Nonvascular Cryptogams, Monte l. Bean Museum, 
Provo, utah. 
 Isotype here designated:—Bry37788!, herbarium for Nonvascular Cryptogams, Monte l. Bean Museum, 
Provo, utah. 
 Reference strain:—GSe-PSe-Mk28-08a, algal Culture Collection at John Carroll university, Cleveland, uSa. 
additional reference strain: GSe-PSe-Mk23-08B, algal Culture Collection at John Carroll university, Cleveland, 
uSa. 
 Taxonomic notes:—attenuated trichomes, erect false branches, and oblique division leading to biseriate 
trichomes are the defining morphological characteristics of T. obliquedivisa. No previously described species is a 
match for these characteristics (Sciuto et al. 2017). The secondary structures of the conserved ITS domains are unique 
in comparison with the same structures from other oculatellaceae, but without exceptional features; they look similar 
to other oculatellaceae in the basal clamps and absence of side branches. The conserved domains of the 16S–23S had 
secondary structures unique to this species (see Sciuto et al. 2017).
Timaviella radians Mai, Johansen et Bohunická sp. nov. 
Diagnosis:―Differing from T. obliquedivisa in the formation of radial microscopic colonies, color and occasional 
pigmentation of the trichomes. D1-D1’ helix similar in structure to those of T. obliquedivisa and T. radians, especially 
in the unilateral bulge sequence, the internal loop at position 14–15/59–60 and the large internal loop at position 
20–23/50–54, but differing in length of helix (fig. 6j–l). Box B helix shorter than the Box B helix of other Timaviella 
species (fig. 7i–k). V2 helix very short, 12 nucleotides (fig. 8i). 
 Description:—Colony mounded, leathery, dark olive-brown or dirty olive-green. filaments relatively short, often 
clearly widened in meristematic zones (fig. 18a–b), sometimes forming radial colonies (figs. 18c), with characteristic 
consecutive false branching (fig. 18d). Sheath usually thin and scarcely visible to widened and evident, rarely extended 
past the apical end of trichome. Trichomes brownish when actively growing, olive-green when approaching senescence, 
constricted at distinctly visible cross-walls, occasionally forming compact rope-like coils at meristematic or active 
division zone (fig. 18a, e), 1.8–3.7 µm wide. Necridia absent. hormogonia without sheaths (fig. 18d, f). Cells in 
hormogonia and young filaments isodiametric, becoming shorter than wide with maturation 1.2–2.2 µm long, often 
with one large central granule, often with purplish pigmentation (fig. 18f). apical cell rounded, conically rounded, or 
pancake-like rounded.
 D1-D1’ helix 81 nucleotides long, with a 3’ unilateral bulge of 8 nucleotides (5’-CauCCCaa-3’); mid-helix 
with several internal loops at position 14–15/59–60, 20–23/50–54, 26–27/46–47 and a nucleotide mismatch of G/G 
at position 30/43, with. terminal loop having sequence 5’-GaGa-3’ (fig. 6l). Box B helix 33 nucleotides long, with 
two internal loops at positions 5/28–29 and 8–9/25; terminal loop having sequence 5’-uaaua-3’ (fig. 7k). V2 helix 
very short (fig. 8i). V3 helix 59 nucleotides long, with one internal loop at position 5/53–55 and two unpaired adenine 
residues at positions 48 and 44 of the 3’ strand (fig. 9k).
Etymology:—radians (l.): radiating, for the radiating pattern of filaments in the colonies.
	 Type	locality:―lower Calf Creek falls site, Grand Staircase-escalante National Monument, 37°49’44.77’’N-
111°25’12.58”W, collected on 15 august 2006 by Markéta Bohunická. large seep wall and waterfall in Navajo 
Sandstone, in the GSeNM, kane County, utah, uSa. Mats in waterfall.
FIGURE . Timaviella radians. a–B. rapid cell division at apical region commonly observed, forming a “basal” part to filament. C. 
radial formation of colonies based on trichomes radiating from an attachment point. D. false-branches in singles or in pairs, consecutive, 
sometimes geminate branching, e. Compact rope-like coils. f. rapid cell division causing twists and turn of trichome within sheath. 
Mature filaments isodiametric, trichomes constricted at distinct cross-walls, with one large central granule dominates cytoplasm. Scale bar 
10μm	in	400X	(C)	and	1000X	magnification	(A–B,	D–F).
 Holotype here designated:—Bry37789!, herbarium for Nonvascular Cryptogams, Monte l. Bean Museum, 
Provo, utah. 
Reference	strain:―GSe-uNk-7r, algal Culture Collection at John Carroll university, Cleveland, uSa. 
 Taxonomic notes:—our strain closely resembles Leptolyngbya gracillima (Zopf ex hansgirg 1892: 41) 
anagnostidis & komárek (1988: 391). It matches the recent description of this widely-reported taxon in komárek 
& anagnostidis (2005), with the exception that cells in that species are isodiametric to longer than wide instead of 
isodiametric to shorter than wide, as seen in T. radians. The radial arrangements of filaments and the occasional 
coiling have also not been observed in L. gracillima material. This taxon is interesting as it was originally described 
as Glaucothrix gracillima Zopf (1882:44), named Plectonema gracillimum hansgirg (1887: 108), and then validated 
post-starting point (Gomont 1892) by hansgirg (1892:41). a lectotype specimen for the taxon was designated by 
Drouet (1968:41), who chose a herbarium sample collected by P. richter from wet walls in a warm spring near 
anger, Bavaria, Germany deposited in the Drouet Collection at the Smithsonian Institution (alg. exs. No. 593a). This 
was perhaps an unfortunate choice for the lectotype, as the original material of Zopf was not collected from a warm 
spring, but it remains a validly designated lectotype. even though the descriptions of Zopf (1882) and subsequent 
authors matches our taxon fairly closely, this lectotype does not, as thermal springs in Germany are a very different 
habitat than a waterfall in a desert in North america. T. radians and T. obliquedivisa were similar in 16S rrNa gene 
sequence (96.45%, Table 11), had very similar lengths of conserved domains in the ITS region (Table 6), and had 
similar ITS structures, but distinctive molecular and morphological features well separate the two species. T. radians 
has a markedly different structure in the D1-D1’, Box-B, and V3 helices than the earlier described species, T. circinata 
Sciuto et al. (2017: 319, figs. 3–5) and T. karstica Sciuto et al. (2017: 319, figs. 3–5). T. obliquedivisa and Timaviella 
species WMT-WP7-NPa collected from the White Mountains share 99.05% identity in the 16S rrNa gene (Table 
11) sequence, but are greatly different in the ITS region (p=18.3%, Table 12) and their ITS structures (figs. 6–9). all
Timaviella species described to date are reported from wet rock faces in grottos or caves, although T. circinata and T.
karstica are from karstic rocks in an alpine region in the Italian alps, while the species described in this paper are from
sandstone seeps in the arid canyon country of utah, uSa.
TABLE . ITS genetic similarity among Timaviella species.
Strain 1 2 3 4 5 6 7
1 Timaviella karstica Gr13 -
2 Timaviella circinata Gr4 86.28 -
3 Timaviella sp. WMT-WP7-NPa 83.62 83.76 -
4 Timaviella obliquedivisa GSe-PSe28-08a 84.23 83.82 81.72 -
5 Timaviella obliquedivisa GSe-PSe-Mk23-08B 84.23 83.82 81.72 100.0 -
6 Timaviella radians GSe-uNk-7r 80.13 79.59 74.62 76.97 76.97 -
7 Timaviella radians GSe-TBD6-7r 80.13 79.59 74.62 76.97 76.97 100.0 -
Cartusia Mai, Johansen et Pietrasiak gen. nov.
Description:—filaments straight or flexuous, sometimes with more than one trichome in a common sheath, sometimes 
forming fascicles of trichomes, without false branching. Sheaths firm, thin, colorless. Trichomes not tapering, not or 
only slightly constricted at the cross-walls, up to 3.5 µm wide. Cells mostly shorter than wide up to isodiametric. 
 Etymology:—named for the ruins of the Cartusian Monastery in National Park Slovak Paradise, from which the 
reference strain was collected.
Type species:—Cartusia fontana Mai, Johansen et Pietrasiak, comb. nov.
Cartusia fontana (Hansgirg) Mai, Johansen et Pietrasiak comb. nov.
Basionym:—Lyngbya fontana hansgirg 1892, Archiv für die naturwissenschaftliche Landesdurchforschung von 
Böhmen 8: 85. 
Later Synonym:—Leptolyngbya fontana (hansgirg) komárek in anagnostidis 2001, Preslia, Praha 73: 374. 
 Description of epitype:—Colony bright blue-green, becoming olive-green with age, fasciculated. filaments 
straight or flexuous, sometimes with more than one trichome in a common sheath (fig. 19a), sometimes forming 
fascicles of trichomes, without false branching, with variations in width between young and mature filaments (figs. 
19a, c), up to 5.4 µm wide in filaments with sheath. Sheath colorless, firm, usually thin, but occasionally widened 
(fig. 19b–d), up to 1.6 µm wide. Trichomes not or slightly constricted at crosswalls, with necredia (fig. 19b, d), with 
meristematic zones often occurring in wider trichomes (figs. 19b–c), young trichomes narrower, 1.8–2.7 µm wide, 
mature trichomes larger, 2.7–3.5 µm wide. end cells rounded. Cells in young trichomes isodiametric or slightly shorter 
than wide, 1.3–2.0 µm long, in mature trichomes shorter than wide, 1.0–1.3 µm long, with one large single central 
granule commonly visible in cells. 
FIGURE . Cartusia fontana. a. fasicle of trichomes within one common sheath. B. expanded and lamellate sheath. C. Variation in 
width between young and mature trichome, with cell division in meristematic zones. D. Meristematic zone of cell division in mature 
trichomes, with necridia; necridia in both young and senescing trichomes, filaments in mature trichomes occasionally with thick, slightly 
layered	sheath.	Scale	bar	10μm	in	1000X	magnification.
 D1-D1’ helix 107 nucleotides long, with a basal 3’ unilateral bulge of 8 nucleotides (5’-CauCCCaa-3’), and 
multiple side branches from two large internal loops (fig. 6m), a length and structure unique within the oculatellaceae 
(fig. 6m). Box B helix 60 nucleotides long, with two internal loops at positions 5/55–56 and 15–19/42–46, and one 
unpaired adenine residue at position 9 on the 5’ strand (fig. 7l). V2 helix nonexistent. V3 helix not identified due to 
short end sequence.
	 Collection	 locality:―Slovakia: National Park Slovak Paradise, ruins of the Cartusian Monaster, collected in 
1999	by	Łubomir	Kovácík.	Found	in	pale	green	biofilm	on	wall	at	interior	of	church.
Epitype:—Bry37780!, Monte l. Bean Museum, Provo, utah. 
Reference	strain:―kovacik 1999/1, algal Culture Collection at John Carroll university, Cleveland, uSa. 
Taxonomic notes:—The strictly subaerophytic condition where the species was found limited our comparison 
to only subaerophytic species. Three morphospecies of Leptolyngbya were similar to our strain: L. fontana (hansgirg 
1892: 85) komárek in anagnostidis (2001: 374), Leptolyngbya cataractarum (rabenhorst 1853 ex hansgirg 1885: 
292) komárek (2001: 374), and L. fallax (hansgirg ex forti 1907: 185) komárek (2001: 374). L. fontana was a perfect
match to our strain, matching in every regard to the morphological and ecological characteristics. furthermore, L.
fontana was described from mountainous regions of the Czech republic, a close geographical match to National Park
Slovak Paradise. L. fontana was incompletely described (no illustration, few details on morphology), but given the
absence of any variance in characters, we feel that it is good to use this species epithet for our strain. The other two
species are also not illustrated, but differ morphologically in terms of sheath characteristics and cell morphology.
Compared to other species belonging to oculatellaceae, morphology of C. fontana is similar to Drouetiella 
fasciculata and several species of Pegethrix (P. bostrychoides, P. convolute and P. indistincta). C. fontana was observed 
to have meristematic zones of cell division, which were absent in D. fasciculata, as well as cells shorter than wide. In 
comparison to Pegethrix species, C. fontana does not form pseudobranches or nodules. furthermore, the two genera 
are separated by their position in the 16S rrNa phylogeny (fig. 2), and the distinctive sequences and shape of the 
secondary structures of ITS regions. The D1-D1’ helix in C. fontana is distinct from the typical structure found in 
the vast majority of Synechococcales, with several small helices branching off from large internal loop structures 
(fig. 6 m). This structure was probably formed after a large insertion and several mutations starting from position 
14–41/54–86, as the basal structure and sequence at position 1–13/87–107, as well as of the terminal loop and helix 
(42–45/50–53) in C. fontana was observed to be typical for the Synechococcales D1-D1’ helix. Box B helix structure 
of the species is also unique in length, much longer compared to other species described in this family (Table 6). 
Cartusia is in a clade with two other taxa (fig. 2). “Marsacia ferruginose” JSC-1 is an undescribed genus and 
species (Brown et al. 2010) based on a strain from thermal springs in yellowstone National Park and is 97.2% similar 
in 16S rrNa sequence. It is possible that this undescribed taxon could be described as another species of Cartusia. 
It currently is a nomen nuda, without description or a type specimen designated. Elainella saxicola	Jahodářová	et al. 
(2017: 4) was very recently published and is 97.0% similar in 16S rrNa sequence. Elainella differs morphologically 
in the repeated false branching and the restriction of only a single trichome per sheath. an uncultured cyanobacterium, 
NCBI accession JX127186 is 99.4% similar in 16S rrNa sequence. This is almost surely a Cartusia species, possibly 
C. fontana, sequenced in an environmental sample from building stone in Germany. unfortunately, we do not have a
strain of this material. of these sequences, only “Marsacia ferruginose” JSC-1 has ITS sequence available, and the
region is different in structure and lengths of domains.
Tildeniella Mai, Johansen et Pietrasiak gen. nov.
Description:—filaments with or without sheath, straight, flexuous or spirally coiled. Sheath thin, firm, colorless when 
present. Trichomes untapered, not constricted to slightly constricted at the crosswalls, with thin translucent crosswalls 
that are sometimes hardly visible, under 3 µm wide, without necrdia and hormogonia. Cells longer than wide. end cells 
rounded. Phylogenetically distinct from all other genera in the oculatellaceae.
Etymology:—named for Josephine Tilden, a prominent american cyanobacteriologist of the mid-20th century.
Type species:—Tildeniella torsiva Mai, Johansen et Pietrasiak sp. nov.
Tildeniella torsiva Mai, Johansen et Pietrasiak sp. nov.
Diagnosis:―Morphologically distinguished from T. nuda by the presence of spirally-coiled filaments and false-
branches. Molecularly distinguished by from T. nuda by secondary structures of the D1-D1’ and Box B helices (figs. 
6n, o, 7m, n), as well as by the absence of a V2 helix. 
 Description:—Colony fasciculated, spreading irregularly, forming irregular clumps on the agar, with filaments 
penetrating the agar, bright blue green, becoming olive green with age. filaments with rare false branching in older 
cultures (fig. 20a), often entangled, 1.7–2.5 µm wide. Sheath firm, thin, colorless, up to 0.7 µm wide, often not evident. 
Trichomes untapered, straight, curved (fig. 20b), or sometimes spirally coiled (fig. 20c–d), slightly constricted at the 
cross-walls, with cell division occurring throughout the trichome, 1.4–1.9 µm wide. hormogonia and necridia absent. 
Cells rarely isodiametric, mostly longer than wide, with contents usually homogeneous, without granulation, varying 
from 1.5–2.7 µm long. end cells rounded. 
 D1-D1’ helix 65 nucleotides long, with basal 3’ unilateral bulge of 6 nucleotides (5’-CauCCa-3’), with one C/u 
mismatch at position 9/51 and one internal loop at position 20–22/37–40. Terminal loop 4 nucleotides long, 5’-uuCG-
3’ (fig. 6n). Box B helix 49 nucleotides long, with one C/a mismatch at position 6/44 and one unpaired adenine 
residue at position 18, with terminal loop sequence 5’-aaGG-3’ (fig. 7m). V2 helix absent.V3 helix 92 nucleotides 
long, with multiple internal loops along the helix at positions 4–5/85–89, 8–9/81–82, 12–16/75–78 and 35–37/54–56. 
Basal clamp of V3 helix shorter than all other species of oculatellaceae due to a a/a mismatch (5’-aGuC:GaCa-3’ 
compared to 5’-uGuC:GaCa-3’ in other species of oculatellaceae) (fig. 9l).
FIGURE 0. Tildeniella torsiva. a. Single false-branching very rarely observed, only in senescing culture. B. Cells isodiametric to 
slightly	longer	than	width.	C–D.	Filaments	sometimes	wavy	to	strongly	spirally	coiled.	Scale	bar	10μm	in	1000X	magnification.
Etymology:—torsivus (l.): spirally coiled.
 Type	locality:―Slovakia. National Park Slovak Paradise: Gorge Prielom hornadu, collected in 1998 by Bohuslav 
uher. found in limestone wall near tourist walkway (strain uher 1998/13d). other locality: Bay barther Bodden near 
bridge Meiningen, Germany (strain hubel 1974/233).
Holotype here designated:—Bry37781!, herbarium for Nonvascular Cryptogams, Monte l. Bean Museum, 
Provo, utah. 
 Reference	strain:―uher 1998/13d, algal Culture Collection at John Carroll university, Cleveland, uSa. other 
reference strain hubel 1974/233. 
 Taxonomic notes:—The spirally coiled and contorted filaments as well as the variation in cell length from 
isodiametric to distinctly longer than wide are considered the most characteristic features in this species. This taxon is 
a close morphological match to Leptolyngbya thermobia anagnostidis (2001: 368) and L. lagerheimii (Gomont 1890 
ex Gomont (1892: 147) anagnostidis & komárek (1988: 391). L. thermobia was described from thermal waters, and 
is consequently physiologically distinct from T. torsiva. 
L. lagerheimii is very similar to T. torsiva, having similar cell dimensions and loose spiral coiling. L. lagerheimii
was originally described from Brazil as Spirocoleus lagerheimii Möbius (1889: 312). Gomont transferred the species 
into Lyngbya lagerheimii Gomont (1890: 354) ex Gomont (1892:147), and this species was later transferred into 
Leptolyngbya in the same publication in which that genus was described and typified by L. boryana. It was not realized 
at that time that Spirocoleus lagerheimii had been validated post-starting point by Crow: Spirocoleus lagerheimii 
(Gomont) Möbius ex Crow (1927:147). Leptolyngbya was subsequently conserved against Spirocoleus because it 
was in much wider use (McNeill et al. 2006). The name Spirocoleus is available for use if it can be documented to be 
phylogenetically outside of Leptolyngbya sensu stricto. however, the loose spirals in trichomes are a trait that is not 
confined to Tildeniella or Spirocoleus, and so we do not have convincing evidence that these european strains isolated 
from subaerophytic habitats in europe belong to the same lineage as S. lagerheimii isolated from stagnant waters in 
Brazil. If S. lagerheimii could be isolated from Brazil near the type locality, and if its sequence places it in equivalency 
with T. torsiva, then it would be necessary to transfer T. torsiva and T. nuda to Spirocoleus. for now, we feel it is more 
conservative to simply describe this lineage as a genus new to science.
Tildeniella nuda Mai, Johansen et Bohunická sp. nov. 
Diagnosis:—Different from T. torsiva in the occasional presence of swollen cells and much narrower trichome width. 
Molecularly distinguished by from T. torsiva by secondary	structures	of	the	D1-D1’	and	Box	B	helices	(Figs.	6n‒o,	
7m‒n),	as	well	as	by	presence	of	a	V2	helix.	
 Description:—Colony fasciculated, not penetrating the agar, forming a compact mat, with small evenly distributed, 
rounded clumps of trichomes, bright blue-green. filaments relatively short (fig. 21a), without false branching. Sheath 
usually absent, thin, firm and colorless when present, 1.0–1.4 µm wide. Trichomes pale blue-green, clearly constricted 
at the cross-walls (figs. 21c–e), cell division occurring throughout the trichome, 1.0–1.2 µm wide. hormogonia and 
necridia absent. Cells always longer than wide, sometimes elongated (fig. 21b–c), with mostly homogeneous content, 
rarely swollen (fig. 21d–e, g–h, at arrows) or with small granules at polar regions of cells, 2.0–4.3 (5.1) long. apical 
cells cylindrically rounded, sometimes apically swollen (fig. 21a, f at arrow).
 D1-D1’ helix 65 nucleotides long, basal 3’ unilateral bulge of 7 nucleotides long, with sequence 5’-CauCCCa-
3’, with mid-helix with two mismatches of C/u and G/a at positions 9/50 and 22/39, one internal loop at position 
25/35–36 immediately separated from the terminal loop by a 5’-GC:GC-3’ clamp, and two unpaired nucleotides at 
position 16–17 of the 5’ strand, with terminal loop sequence 5’-auuuu-3’ (fig. 6o). Box B helix 38 nucleotides long, 
with one internal loop at position 5/33–34 and one unpaired adenine residue at position 9 of the 5’ strand (fig. 7n). 
V2 helix 77 nucleotides long, with one small internal loop at position 10–11/68 and one large internal loop at position 
24–26/51–55 (fig. 8j). V3 helix not reported here due to short sequence missing the end of the ITS.
Etymology:—nudus (l.): naked, referring to the frequent absence of sheath.
Type locality:—Switzerland, Stansstaad, collected by Zehnder in 1965; found on a wet stone wall.
Holotype here designated:—Bry37782!, herbarium for Nonvascular Cryptogams, Monte l. Bean Museum, 
Provo, utah. 
Reference strain:—Zehnder 1965/u140, algal Culture Collection at John Carroll university, Cleveland, uSa. 
 Taxonomic notes:—This species is character poor, lacking features useful for recognition such as necridia, 
hormogonia, coiling or nodule formation, or false branching. Given its lack of features, it could fit a number of 
species belonging within leptolyngbyaceae sensu lato komárek & anagnostidis (2005). The cell morphology (length 
to width ratio, dimensions) is similar to most Oculatella species, but T. nuda lacks the characteristic apical cells of 
FIGURE . Tildeniella nuda. a. filaments short, Pseudanabaena-like, trichomes not or only slight constricted, connected by somewhat 
translucent	cell	wall;	B–H.	Cells	sometimes	distinctively	elongated,	bent	or	involuted	(arrows).	Scale	bar	10μm	in	1000X	magnification.
that genus. The closest fit is L. hansgirgiana komárek in anagnostidis (2001: 374), but this taxon has a complicated 
taxonomic history. It was first described as Leptothrix tenuissima Nägeli ex kützing (1849: 265), then transferred to 
Hypheothrix tenuissima (Nägeli) rabenhorst (1865: 77), and finally to Lyngbya tenuissima (Nägeli) hansgirg (1891: 
346). however, these were all pre-starting point names (i.e. pre-Gomont 1892, see McNeill et al. 2015). The taxon 
was validated post-starting point as Lyngbya tenuissima (Nägeli) hansgirg ex hansgirg 1892. When many of the thin 
simple oscillatoriales were transferred into Leptolyngbya (komárek & anagnostidis 1988), Plectonema tenuissimum 
Gardner (1927) was used as the basionym for Leptolyngbya tenuissimum (Gardner) komárek & anagnostidis (1988), 
and consequently was occupied at the time of further revision, when Nägele’s taxon was given a new name, L. 
hansgirgiana.	Our	taxon	is	a	close	fit	to	the	protologue	in	Kützing	(0.7	μm	wide,	blue-green	color	only,	terrestrial),	but	
the description in komárek & anagnostidis (2005) has been broadened considerably based on the many subsequent 
records by multiple authors and is consequently not as apparent a fit. We hesitate to use this taxon with complicated, 
long history, broadly circumscribed morphology, and absence of sequence data or clear holotype material as the basis 
for the species name for Zehnder’s strain shown here to belong to Tildeniella, and thus have created a new name.
T. nuda is distinct from other species within the oculatellaceae by its thin trichomes and high variation in cell
length within trichomes. Molecularly, the species is closely related to T. torsiva, with very high similarity in the 16S 
rrNa gene (99.1% identity, Table 13), and we were not able to compare the percent similiarty in the ITS structure 
due to sequence truncation of the T. nuda reference strain. however, substantial taxonomic features separate the two 
species well. 
TABLE . 16S rrNa genetic similarity among Tildeniella species.
Strain 1 2 3
1 Tildeniella torsiva hubel 1974/223 -
2 Tildeniella torsiva uher1 998/13d 100.0 -
3 Tildeniella nuda Zehnder 1965/u140 99.14 99.14 -
Komarkovaea Mai, Johansen et Pietrasiak gen. nov.
Description:—filaments simple, unbranched, with variation in width between post-hormogonial and mature filaments. 
Sheath firm, thin, colorless. Trichomes constricted at cross-walls, rarely tapering. hormogonia and necridia present. 
Cells with parietal thylakoids, shorter than wide to longer than wide, mostly isodiametric. 
 Etymology:—Named for Jaroslava komárková, a prominent Czech cyanobacteriologist, phytoplankton ecologist, 
and personal friend who recently passed away. She will be sorely missed, and we wish to honor her memory and 
contributions to science with the establishment of this genus.
Type species:—Komarkovaea angustata Mai, Johansen et Pietrasiak sp. nov.
Komarkovaea angustata Mai, Johansen et Pietrasiak sp. nov. 
Diagnosis:—Phylogenetically closest to Tildeniella species, however, differing from that genus and all other genera in 
the oculatellaceae by the basal unilateral bulge present in the Box-B helix (fig. 7o).
 Description:—Colony fasciculated, penetrating the agar, bright blue-green. filaments lacking false branching, 
with variation in width between post-hormogonial and mature filaments, up to 3.9 µm wide (fig. 22a–d). Sheath firm, 
thin, colorless, up to 0.7 µm wide. Trichomes constricted at cross-walls, rarely tapering (figs. 22d), post-hormogonial 
trichomes 1.8–2.9 µm wide, mature trichomes 3.3–3.9 µm wide. hormogonia (figs. 22a–b) and necridia (figs. 22b–c) 
present. Cells with parietal thylakoids, with up to 3 small granules per cell, sometimes with one small orange granule 
(fig. 22e, at arrows), commonly cylindrical, especially in young trichomes, becoming isodiametric in actively growing 
trichomes; in more mature trichomes cells barrel-shaped, and pancake-like in meristematic zones (fig. 22c–d), 2.2–5.7 
µm long.
 D1-D1’ helix 63 ncleotides long, with basal 3’ unilateral bulge 7 nucleotides long (5’-CauCCua-3’), with one 
C/u mismatch at position 9/48, one unpaired adenine residue at position 15 of the 5’ strand, and one large internal 
loop at position 21–23/33–37 immediately separated from the terminal loop by a 5’-GG:CC-3’ clamp. Terminal loop 
sequence 5’-aCaGu-3’ (fig. 6p). Box B helix 41 nucleotides long, with one distinctive basal 3’ unilateral bulge at 
position 5/32–37, one internal loop at position 10–11/26–27; terminal loop with sequence 5’-aauC-3’ (fig. 7o). V2 
helix 20 nucleotides long, with terminal loop of 4 nucleotides (fig. 8k). V3 helix 87 nucleotides long, with multiple 
mismatches at position 13/77, 19/71, an unpaired adenine residue at position 9 on the 5’ strand, and three internal loops 
at position 5–6/83, 23–24/66–67 and 30–31/58–60 (fig. 9m).
FIGURE . Komarkovaea angustata. a–B. Variation in trichome width between mature and young filament or hormogonia. C. Variation 
in cell shapes between young and mature trichomes: isodiametric, slightly longer than width or barrel-shaped, and abundance of necridia 
in mature trichomes. D. rapid regional cell division along trichomes resulting in basal and apical parts of filaments. e. reddish small 
granules	occassionaly	observed	on	cells.	Scale	bar	10μm	in	1000X	magnification.
 Etymology:—angustatus (l.): narrowed, referring to the trichomes which are occasionally narrowed towards the 
end, as well as the narrowed hormogonia.
 Type locality:—Puerto rico, el yunque National forest: Waterfall in the forest, 18°27.811’ N–66°7.005’W 
collected in 2012 by Jay hillery.
 Holotype here designated:—holotype Bry37783!, herbarium for Nonvascular Cryptogams, Monte l. Bean 
Museum, Provo, utah. 
Reference	strain:―ey1-aM2, algal Culture Collection at John Carroll university, Cleveland, uSa. 
 Taxonomic notes:—This genus is character-poor. The heterogeneity in trichome width and absence of false 
branches is characteristic, and could be compared to tapering species in Leptolyngbya: L. tenuis (Gomont 1892: 169) 
anagnostidis & komárek (1988: 393), L. laminosa (Gomont 1892: 167) anagnostidis & komárek (1988: 392) and L. 
fragilis (Gomont 1892: 163) anagnostidis & komárek (1988: 391). however, in every comparison the trichomes of K. 
angustata are wider. The species has low 16S rrNa gene sequence identity with the other genera in the oculatellaceae 
(91.9-93.5%, see Table 5), strong evidence that it represents a separate genus-level lineage. 
Kaiparowitsia Mai, Johansen et Bohunická gen. nov.
Description:—filaments flexuous, entangled, sometimes fasciculated, with one to several trichomes in a common 
sheath, unbranched. Sheath thin, colorless. Trichomes bent, flexuous, entangled, sometimes forming nodules, less than 
2.0 µm wide. hormogonia and necridia absent. Cells cylindrical, longer than wide, sometimes with outgrowths. end 
cells rounded.
 Etymology:—Named for the kaiparowits Plateau, a major geological formation in the Grand Staircase-escalante 
National Monument from which the taxon was isolated.
Type species:—Kaiparowitsia implicata Mai, Johansen et Bohunická sp. nov.
Kaiparowitsia implicata Mai, Johansen et Bohunická sp. nov. 
Diagnosis:—Considerably similar to the morphology of T. nuda, however differing in the occasional formation 
of Arthronema-like outgrowths (figs. 23g–i at arrows). other distinctive characteristics observed in the secondary 
structure	of	conserved	ITS	domains,	especially	in	the	long	and	unique	sequence	of	D1-D1’	helix	and	a	likely	C→	U	
mutation (position 101) in the 3’ basal unilateral bulge unique among oculatellaceae (fig. 6q–r).
 Description:—Colony radially spreading, becoming mucilaginous with age, bright blue-green, green, or olive 
green. filaments flexuous, entangled, sometimes fasciculated (fig. 23a–b), sometimes with multiple trichomes in a 
common sheath (figs. 23d–f), without false branching, 1.3–1.5–(2.3) µm wide. Sheath thin, occasionally expanded 
(fig. 23d), sometimes absent, up to 0.7 µm wide. Trichomes untapered, bent, flexuous, entangled, sometimes forming 
nodules (figs. 23c–f), with cell division occurring throughout trichome length, not constricted at the indistinct cross-
walls, 1.3–1.5 µm wide. hormogonia and necridia absent. Cells cylindrical, longer than wide, with Arthronema-like 
involution cells with outgrowths (figs. 23g–i at arrows), with homogenous content, typically 3.1–3.7 µm long, but 
abnormally long cells (as much as 20 µm) commonly encountered. end cells rounded or conically rounded.
 D1-D1’ helix 142 nucleotides long, with basal 3’ unilateral bulge of 7 nucleotides (5’-uauCCCa-3’), with 
additional large 3’ unilateral bulge at position 100–113; mid-helix with 5–6 internal loops due to adenine and guanine 
mismatches of 3–5 nucleotides, at positions 15–17/111–112, 29–30/92–93, 35–37/86–87, 41–42/81–82, 45–47/77–78 
and 53/70–71; terminal loop having sequence 5’-uuaauu-3’ (fig. 6q–r). Box B helix 36 nucleotides long, with one 
basal internal loop at position 5/31–32, one unpaired adenine at position 9, terminal loop of 4 nucleotides (fig. 7p). 
V2 between trNaala and trNaIle absent. V3 helix 113 nucleotides long, with a5’-G/a-3’and 5’-a/G-3’ mismatches at 
positions 5/109 and 42/72, several internal loops at positions 14–18/95–99, 22–25/88–91, 34–37/77–79, two unpaired 
nucleotides of guanine and adenine at positions 67 and 105 respectively of 3’ strand (fig. 9n). 
Etymology:—implicata (l): tangled
 Type locality:—uSa. utah: Camp Spring Site 1, Grand Staircase-escalante National Monument (GSeNM), 
37°32’35” N-111°38’26” W, collected on 15 august 2006 by Markéta Bohunická. Small horizontal seep wall in 
sandstone of kaiparowits Plateau formation, colored intensely orange by iron bacteria, in the Grand Staircase-escalante 
National Monument (GSeNM), kane County, utah, uSa. found in wet soil under the overhang with ph 7.7–8.1, with 
mottled coloration.
Holotype here designated:—Bry37784!, herbarium for Nonvascular Cryptogams, Monte l. Bean Museum, 
Provo, utah. 
 Isotypes here designated:—Bry37785! and Bry37786!, herbarium for Nonvascular Cryptogams, Monte l. 
Bean Museum, Provo, utah.
 Reference strain:—GSe-PSe-Mk54-09C, algal Culture Collection at John Carroll university, Cleveland, uSa. 
additional reference strains: GSe-TBC-9Ca and GSe-TBC-9Ca2, respectively. 
 Taxonomic notes:—Kaiparowitsia implicata is distinguished from previously described species in the 
Synechococcales by the characteristic involution cells with outgrowths on the side of the cell. These strange cells are 
reported only for L. yellowstonensis and Oculatella subterrannea Zammit, Billi and albertano 2012 (see albertano & 
Grilli-Caiola 1988 and komárek & anagnostidis (2005: 222)). however, these two species are molecularly distinct 
from Kaiparowitsia. 
FIGURE . Kaiparowitsia implicata. a. fasicles of trichomes without common sheath. B–C. Tightly entangled filaments forming compact 
coils. D. Disintegration of trichomes within common sheath occasionally observed. e–f. Nodule formation common. f–h. Distinctively 
longer than width common cells and crooked, Arthronema-like involution from cells along trichomes. G–I. Multiple trichomes entangled 
within	one	common	sheath	also	observed.	Scale	bar	10μm	in	1000X	magnification.
Discussion
A family-level taxonomic scaffold for Synechococcales:—Previously, a family has been characterized by a collection 
of discrete morphological characters, for example polarity of trichomes, types of branching, akinete production and 
organisation, nodule formation, etc., which have been found to be context-dependent and do not necessary reflect 
evolutionary history (komárek et al. 2014, komárek 2006). family establishment in prokaryotes is especially difficult 
if based only on morphology. In the order Synechococcales, difficulty in family circumscription is encountered due to 
both the lack of morphologically distinct characters within families (they are all simple filaments), as well as the very 
divergent characteristics in some families (oculatellaceae and Prochlorotrichace), which have distinct autapomorphies 
in several genera that are absent at the family level. Taxonomists working in other groups of organisms have been faced 
with a similar dilemma. In such occasions, synapomorphies were found in the genetic codes of the organisms (adeolu 
&	Gupta	2013,	Fučíková	et al. 2014, Sawana et al. 2014, Gupta et al. 2015). 
 In this work, we attempted well-developed methods in cyanobacterial taxonomy to delimit families. We looked 
for an agreement between the 16S rrNa and rpoC1 phylogenies to identify family groupings, as well as searching for 
diagnosable features of families, including the morphological characteristics,16S rrNa genetic identity cut-off values 
and synapomorphic nucleotides of the 16S rrNa sequence. family level clades are well-defined by phylogenetic 
analysis, but the families often do not possess morphological synapomorphies that allow morphological recognition of 
the	families.	Instead,	Řehákova	et al. (2014) found that the 16S rrNa secondary structures might have characteristics 
useful for higher level taxonomy. however, when applying this approach to our sequences to identify subtypes of the 
variable 16S rrNa helices, we found secondary structure across the families we assigned in the Synechococcales was 
highly conserved and thus not taxonomically informative at the family level. We have identified the family-consistent 
single nucleotide variations within helices 18, 20, 23, 27 and 34 (fig. 5 and Table 4) that help delineate family 
membership, but since they are not 100% consistent within family-level groups, they are not universally applicable for 
family separation. While these conserved differences provide a useful hint as to family placement, this should not be 
the only way in which family-level assignments are made in the future. We consider phylogeny most useful, and this 
measure as supporting evidence. 
 In another attempt to delimit family, yarza et al. (2014) suggested that the threshold for sequence identity of 
16S rrNa to separate taxa into two different families, is below 86.5% (i.e. greater than 13.5 sequence dissimilarity). 
one important thing to note when interpreting this threshold value is that it is uninformative in comparison between 
taxa with sequence similarity of above 86.5% (i.e. less than 13.5 % sequence dissimilarity). When applied to our 
case, the value suggests that there are more than one family existing in Prochlorotrichaceae, but it is not sensitive 
enough to detect polyphyly in other families. The best we can say for recognition of cyanobacterial families in the 
Synechococcales given current knowledge is that they form highly supported phylogenetic clusters of genera, many of 
which can be recognized morphologically, or at least with a combination of morphology and phylogeny. In this case, 
it is suggested that oculatellaceae is the most stable and well-established group that deserves recognition (figs. 2, 4). 
Genera are best defined as monophyletic clades containing one or more species which have at least some morphological 
characters separating them from other genera, so phylogenetic analysis was conducted as a prerequisite to identifying 
genus-level clusters. Morphologically similar (or even indistinguishable) taxa in distinctly phylogenetically separated 
clades should also be described as separate genera if including them in a single genus would result in the loss of 
morphologically and molecularly distinct genera. Bacteriologists currently accept the idea that genetic similarity 
less than 94.5% is strong evidence that the compared strains belong to different genera (yarza et al. 2014). By this 
standard, the following genera were separated: Pegethrix, Drouetiella, Thermoleptolyngbya, Oculatella, Timaviella, 
Tildeniella, Komarkovaea, “Trichotorquatus”, and Kaiparowitsia. as discussed above, the use of cut-off values does 
have some limitations in the resolution it provides. We also considered other separation criteria, including morphology, 
ITS secondary structures, and length of ITS conserved domains. We have found that the secondary structures of the 
16S–23S ITS region often have genus-specific structures that provide additional evidence of deep genetic separation 
of lineages. This was the case for all of the genera recognized and described in this paper (figs 6–9). In addition, the 
lengths of conserved domains in the ITS can also provide evidence of separateness (Table 6). for example, whereas 
Pegethrix and Cartusia have high 16S rrNa sequence similarity (96.20%, Table 5), an examination of the length of 
ITS domains shows that Cartusia differs greatly in the length of the D1-D1’ helix, the pre-Box B spacer, Box B helix, 
and post-Box-B spacer (Table 6). Indeed, the long length of the post-Box B spacer of Cartusia sets it apart from all 
other genera in the oculatellaceae. In a similar manner, the high similarity of 16S rrNa sequences between Cartusia 
and Elainella was also observed (97.0%, Table 5), but they too had distinctively different lengths in the conserved 
domains of the ITS (Table 6).
 Separation of species within the same genus of cyanobacteria is generally less ambiguous than the separation 
of genera. Considerably more attention has been devoted in the literature to species concepts (Mishler & Theriot 
2000,	Rosselló-Mora	&	Aman	2001,	Johansen	&	Casamatta	2005),	and	to	criteria	for	species	recognition	(Řeháková	
et al. 2007, osorio-Santos et al. 2014, Johansen et al. 2014, Pietrasiak et al. 2014, Bohunická et al. 2015). The 16S 
rrNa gene is often insufficient to resolve species of cyanobacteria (Perkerson III et al. 2011, Bohunická et al. 2015). 
however the 16S–23S ITS region is increasingly useful for species separation. This region provides two criteria useful 
for recognition of species 1) the secondary structures can differ markedly between species, and always differ at least 
in some minor way, and 2) the percent dissimilarity between members of the same species is generally below 4.0%, 
with an average below 2.0%, while between members of different species the difference is over 7.0%, with an average 
over 9.0%, providing a large discontinuity that is easy to recognize (erwin & Thacker 2008, osorio-Santos et al. 2014, 
Bohunická et al. 2015). 
 We have found that morphological, biogeographical, ecological, and molecular evidence are often congruent, and 
taken together allow for clearer recognition of morphologically similar species. This is the essence of the polyphasic 
approach, and we have followed it in making our species-level determinations. for example, P. bostrychoides is 
molecularly most similar to P. olivacea (Table 7), but the percent dissimilarity in ITS sequence between the two species 
is 8.2% (i.e. 91.8% sequence similarity, Table 8), a clear separation. ITS percent dissimilarity between P. bostrychoides 
and other species in the genus is even greater (Table 8). The only instance in which this criterion was ambiguous 
was in the case of the separation of P. convoluta from P. indistincta. These taxa had a percent dissimilarity of 4.1%, 
which was in the traditional gap separating species (4–7%). We chose to separate these taxa based on morphological 
differences, and until many more strains of Pegethrix are sequenced, it will be difficult to assess whether these species 
should be retained or combined. The model for separation of genera and species given above has been followed in 
numerous other papers on cyanobacterial taxonomy (Perkerson III et al. 2011, Johansen et al. 2011, 2014, kaštovský 
et al. 2014, osorio-Santos et al. 2014, Pietrasiak et al. 2014, Bohunická et al. 2015, Berrendero et al. 2016, Sciuto 
& Moro 2016, hentschke et al. 2016). This model was also used to reject the genus name Cronbergia komárek, 
Zapomelova & hindak (2010:329) (Johansen et al. 2014), which had a phylogenetic position within a large cluster of 
Cylindrospermum species, as well as high genetic identity and ITS structures similar to Cylindrospermum. 
 Present taxonomic hierarchy in the Synechococcales:—our current findings are not in agreement with the more 
recent revision of the higher level taxonomy of the Cyanobacteria in komárek et al. 2014. our work indicates that 
Arthonema and Prochlorothrix belong outside of the Pseudanabaenaceae (in leptolyngbyaceae and Prochlorotrichaceae, 
respectively). In addition, Tapinothrix was placed in the heteroleibleiniaceae instead of the leptolyngbyaceae (fig. 
1). The rest of the leptolyngbyaceae taxa in komárek et al. (2014) were scattered throughout the three families 
recognized in this work (leptolyngbyaceae, oculatellaceae and Prochlorotrichaceae). In this report, we only revise 
taxa with molecular data in addition to morphological description. 
 however, the clades identified in our analysis of the 16S rrNa phylogeny agree with multiple analyses conducted 
in the past, even with different taxon sampling, and were also consistent with other studies of the group. The grouping 
we have in the oculatellaceae has been consistent across multiple analyses with different taxon sampling and 
phylogenetic methods (Bruno et al. 2009, komárek et al. 2009, Moro et al. 2010, Bohunická et al. 2011, Mühlsteinova 
et al. 2014, osorio-Santos et al. 2014, Sciuto & Moro 2016, Sciuto et al. 2017). The families of Trichocoleaceae and 
Prochlorotrichaceae are also phylogenetically stable. Trichocoleus forms a distinct clade with currently no closely related 
taxa. Prochlorotrichaceae was originally a monotypic family, created to contain Prochlorothrix, which lacks phycobilins 
and possesses chlorophyll a and b (Burger-Wiersma et al. 1989). We have expanded the Prochlorotrichaceae to include 
a number of other genera, particularly Nodosilinea and Halomicronema (fig. 3). however, the Prochlorotrichaceae 
might possibly be split in the future, as suggested by our rpoC1 phylogeny (fig. 4). furthermore, the taxa apparently 
closely related to Prochlorothrix (fig. 3) are known to only have chlorophyll a and are thus deeply phenotypically 
divergent from Prochlorothrix (li & Brand 2007, Paul et al. 2014).
 historically, the type genus of leptolyngbyaceae, Leptolyngbya, is a heterogeneous genus, containing all taxa 
that	satisfy	the	criteria	of	untapered	trichomes	less	 than	3.5	μm	wide,	with	sheaths,	and	without	aerotopes.	Recent	
efforts have been made to re-define the genus by recognizing Leptolyngbya sensu stricto, a clade that includes the type 
species, L. boryana, and excludes strains and sequences that fall in distant clades that bear the name Leptolyngbya, 
but cannot be put in that genus if monophyly is to be achieved in the genus. other Leptolyngbya species including L. 
angustata Casamatta & Johansen in Casamatta et al. (2005: 430–431), L. corticola	Johansen	&	Kovačík	in	Johansen	et 
al. (2011: 291–293), L. foveolarum (Gomont 1892: 164) anagnostidis & komárek (1988: 391), L. tenerrima (hansgirg 
1892b: 87) komárek in anagnostidis (2001: 374), and L. crispata (Playfair 1915: 350) anagnostidis & komárek 
(1988: 391) are molecularly and morphologically close to L. boryana, and have been included in Leptolyngbya sensu 
stricto (Bohunická et al. 2011, Johansen et al. 2011, Perkerson III et al. 2011, Mühlsteinová et al. 2014, osorio-Santos 
et al. 2014). 
 Remaining taxonomic problems:—Despite the intensive revisions being made in the Synechococcales, 
there still exist a number of lineages of uncertain generic affinity that belong to this group, falling well outside of 
Leptolyngbya sensu stricto, or being misidentified as “Phormidesmis”. Interestingly enough, there are a handful of 
strains that were fully investigated in genomic, metabolomics and biochemical aspects, yet still remain improperly 
classified. The aforementioned oscillatoriales cyanobacterium JSC-1 or “Marsacia ferruginose” JSC-1, is a well-
characterized strain, especially in photosynthetic pigmentation and chromatic adaptation (Brown et al. 2004, Gan 
2014, Gan et al. 2015, li & Chen 2015, Shen et al. 2016). The strain represents, undoubtedly, a new species (either in 
a new genus or in Cartusia) that possesses unique biochemical metabolites, but has not yet been named. a study by 
Shimura et al. (2015) is of importance in understanding what comprises Leptolyngbya sensu stricto (represented by 
Leptolyngbya boryana PCC 6306, Leptolyngbya IaM M-1-1, Leptolyngbya dg5, and Leptolyngbya PCC 73110). They 
demonstrated that the strains in this clade can fix nitrogen under anaerobic conditions, while other “Leptolyngbya” 
such as “Leptolyngbya” NIeS 2104 and the “Leptolyngbya” SeV strains do not have this ability. These latter strains 
are not in Leptolyngbya sensu stricto based on phylogenetic evidence and appear to be in other, at present unspecified, 
genera awaiting description. a number of other strains scattered throughout our phylogenetic tree also share the same 
problem, either remaining undescribed or associated with the incorrect epithet (Sciuto et al. 2011, Jancusova et al. 
2016).
 In this work a number of genera new to science were recognized in the oculatellaceae, but it is clear that more 
genera remain to be characterized and named. Pegethrix, Cartusia, Drouetiella, Oculatella, and Timaviella all contain 
some uninformative or misleading oTus in the phylogenies that are based on unnamed cultures, misnamed cultures, 
and environmental samples (fig. 2). There are also sequences attributed to Leptolyngbya sp. that are unequivocably 
not in that genus, but also not in any of the genera described in this work (e.g. CeNa112, CeNa103, CeNa131, 
CeNa129 discussed in furtado et al. 2009, Genuario et al. 2016). as for the family Prochlorotrichaceae, the situation 
is less complicated, with only a few orphan oTus. however, there also exist strains that were not named regardless 
of the available data (Coates et al. 2014, Paul et al. 2014, Baran et al. 2013). The invalidly described “Xeronema” 
(Garcia-Pichel et al. 2001) occurs in this clade, as well as two sequences submitted as L. appalachiana Johansen et 
olsen in Johansen et al. (2008: 24) which are very distant from the reference sequence for this species (fig. 1).
 In conclusion, we are proposing a molecularly-supported initial family-level structure, in the hope that this will 
later serve as a scaffold for future discoveries in the Synechococcales. a correct family-level designation is considered 
preferable by us to an incorrect generic-level epithet (e.g. oculatellaceae instead of Leptolyngbya sp.). Some workers 
might ask why we should recognize so many families in this single order. The answer is that if families must be 
monophyletic assemblages of genera, then the choice facing taxonomists is to combine a number of pre-existing, well-
established families into fewer families in order to make monophyletic taxa, or recognize the new phylogenetically 
distinct lineages in separate families. We agree with the latter approach. We feel that a more finely divided hierarchical 
taxonomy is preferable to one in which a multitude of species are housed in relatively fewer higher-level taxa, a guideline 
applicable to both genera and families. This is in agreement with the spirit of generic delineation by anagnostidis & 
komárek (1985), in which they recommend the recognition of many narrowly defined genera over a few broadly 
defined large genera. 
Acknowledgment
This research is made possible by financial and technical support from the Biology Department at John Carroll 
university (JCu) and university of South Bohemia. The study is a partial fulfillment to a 2014 grant awarded by the 
Czech Grant agency to project 15-11912S of the Czech Science foundation. We are grateful for the support provided 
to us by Dr. Christopher Sheil at JCu; Dr. Jan Mareš and Jan Zima from university of South Bohemia, as well as a 
number of graduate students who have made significant contributions to our culture collection, including the cultures 
used in this study: kim Peterson, Sergei Shalygin, Jay hillery and allison Minerovic. 
Literatures cited
abed r.M.M., Garcia-Pichel, f. & hernández-Mariné, M. (2002) Polyphasic characterisation of benthic, moderately halophilic, moderately 
thermophilic cyanobacteria with very thin trichomes and the proposal of Halomicronema excentricum gen.nov., sp. nov. Archives of 
Microbiology 177 (5): 361–370.
https://doi.org/10.1007/s00203-001-0390-2
adeolu, M, & Gupta, r.S. (2013) Phylogenomics and molecular signatures for the order Neisseriales: proposal for division of the order 
Neisseriales into the emended family Neisseriaceae and Chromobacteriaceae fam. nov. Antonie van Leeuwenhoek 104: 1–24. 
https://doi.org/10.1007/s10482-013-9920-6
albertano, P. & Grilli-Caiola, M. (1988) Structural and ultrastructural characters of a red biodeteriorating Lyngbya sp. in culture. Archiv 
für Hydrobiologie, Supplement 80: 55–57.
an, G.S. (1992) Saline algae at the West Sea coast in North korea. Fragmenta Floristica et Geobotanica 37: 417–424.
anagnostidis, k. & komárek, J. (1985) Modern approach to the classification system of cyanophytes. 3. oscillatoriales. Archiv für 
Hydrobiologie, Supplement 80: 327–472.
anagnostidis, k. (2001) Nomenclatural changes in cyanoprokaryotic order oscillatoriales. Preslia 73: 359–375. 
andersen, r. a. (2013) advances in algal cell biology. Phycologia 52: 383–384.
https://doi.org/10.2216/13-Br4.1
Baran, r., Ivanova, N.N., Jose, N., Garcia-Pichel, f., kyrpides, N.C., Gugger, M. & Northen T.r. (2013) functional genomics of novel 
secondary metabolites from diverse cyanobacteria using untargeted metabolomics. Marine Drugs 11 (10): 3617–3631. 
https://doi.org/10.3390/md11103617
Berrendero-Gómez,	E.,	Johansen,	J.R.,	Kaštovský,	J.,	Bohunická,	M.	&	Čapková	(2016)	Macrochaete gen. nov. (Nostocales, Cyanobacteria), 
a taxon morphologically and molecularly distinct from Calothrix. Journal of Phycology 52: 638–655. 
https://doi.org/10.1111/jpy.12425
Bevilacqua, P.C. & Blose, J.M. (2008) Structures, kinetics, thermodynamics and biological functions of rNa hairpins. Annual Review of 
Physical Chemistry 59: 79–103. 
https://doi.org/10.1146/annurev.physchem.59.032607.093743
Bittencourt-oliveira, M.C., Moura, a.N., oliveira, M.C. & Massola Jr., N.S. (2009) Geitlerinema species (oscillatoriales, Cyanobacteria) 
revealed by cellular morphology, ulstrastructure and DNa sequencing. Journal of Phycology 45: 716–725. 
https://doi.org/10.1111/j.1529-8817.2009.00682.x
Bohunická,	M.,	Johansen,	J.R.	&	Fucíková,	K.	(2011)	Tapinothrix clintonii sp. nov. (Pseudanabaenaceae, Cyanobacteria), a new species 
at the nexus of five genera. Fottea 11: 127–140.
https://doi.org/10.5507/fot.2011.013
Bohunická, M., Pietrasiak, N., Johansen, J.r., Gómez, e.B., hauer, T., Gaysina, l.a. & lukešová, a. (2015) Rohotiella, gen. nov. 
(Nostocales, Cyanobacteria)-a tapering and branching cyanobacteria of the family Nostocaceae. Phytotaxa 197 (2): 84–103. 
https://doi.org/10.11646/phytotaxa.197.2.2
Borge, o. (1923) Beiträge zur algenflora von Schweden III. Arkiv för Botanik 18: 1–34.
Boyer, S.l., flechtner, V.r. & Johansen, J.r. (2001) Is the 16S-23S rrNa internal transcribed spacer region a good tool for use in 
molecular systematics and population genetics? a case study in cyanobacteria. Molecular Biology and Evolution 18: 1057–1069. 
https://doi.org/10.1093/oxfordjournals.molbev.a003877
Brown, I.I., Bryant, Casamatta, D.a., Thomas-keprta, k.l., Sarkisova, S.a., Shen, G., Graham, J.e., Boyd, e.S., Peters, J.W., Garrison, 
D.h. & Mckay, D.S. (2010) Polyphasic characterization of a thermotolerant siderophillic filamentous cyanobacterium that produces
intracellular iron deposits. Applied and Environmental Microbiology 76 (19): 6664–6672.
https://doi.org/10.1128/aeM.00662-10
Bruno, l., Bili, D., Bellezza, S. & albertano, P. (2009) Cytomorphological and genetic characterization of troglobitic Leptolyngbya strains 
isolated from roman hypogea. Applied and Environmental Microbiology 75: 608–617. 
https://doi.org/10.1128/aeM.01183-08
Burke, D.J., kretzer, a.M., rygiewicz, P.T. & Topa, a.M. (2006) Soil bacterial diversity in a loblolly pine plantation: influence of 
ecotomycorrhizas and fertilization. FEMS Microbial Ecology 57: 409–419. 
https://doi.org/10.1111/j.1574-6941.2006.00125.x
Burger-Wiersma, T., Stal, l.J. & Mur, l. (1989) Prochlorothrix hollandica gen. nov., sp. nov., a filamentous oxygenic photoautotroph 
procaryote containing chlorophylls a and b: assignment to Prochlorotrichaceae fam.nov. and order Prochlorales. florenzano, Balloni 
and Materassi 1986, with emendation of the ordinal Description. International Journal of Systematic Bacteriology 39: 250–257. 
https://doi.org/10.1099/00207713-39-3-250
Carmichael, W.W. (1986) Isolation, culture and toxicity testing of toxic freshwater cyanobacteria (blue-green algae). Fundamental 
Research in Homogeneous Catalysis 3: 1249–1262.
Case, r.J., Boucher, y., Dahllöt, I., holmström, C., Doolittle, W.f. & kjelleberg, S. (2007) use of 16S rrNa and rpoB genes as molecular 
markers for microbial ecology studies. Applied and Environmental Microbiology 73: 278–288. 
https://doi.org/10.1128/aeM.01177-06
Casamatta, D.a., Johansen J.r., Vis, M.l. & Broadwater S.T. (2005) Molecular and morphological characterization of ten polar and near-
polar strains within the oscillatoriales (Cyanobacteria). Journal of Phycology 41: 421–438. 
https://doi.org/10.1111/j.1529-8817.2005.04062.x
Cedegren, r., Gray, M.W., abel, y. & Sankoff, D. (1988) The evolutionary relationships among known life forms. Journal of Molecular 
Evolution 28: 98–112. 
https://doi.org/10.1007/Bf02143501
Coates, r.C., Podell, S., korobeynikov, a., lapidus, a., Pevzner, P., Sherman, D.h., Gerwick, l. & Gerwick, W.h. (2014) Characterization 
of cyanobacterial hydrocarbon composition and distribution of biosynthetic pathways. PLOS one. 
https://doi.org/10.1371/journal.pone.0085140
Crouan, P.l. & Crouan, h.M. (1867) Contenant les descriptions de 360 espèces nouvelles de sporogames, de nombreuses observations et 
une synonymic des plantes cellulaires et vasculaires qui croissent spontanément dans ce département, accompagnées de trente-deux 
planches où est représentée l’organographie, faite sur l’état vif, des fruits et des tissus de 198 genres d’algues avecla plante grandeur 
naturelle ou réduite plus une planche supplémentaire où sont figures 24 champignons nouveaux. Florule du Finistère : 111, Plate 
2:15.
Crow, W.B. (1927) The generic characters of Arthrospira and Spirulina. Transactions of the American Microscopial Society 46: 139–
148. 
https://doi.org/10.2307/3221656
Dadheech, P.W., Mahmoud, h., kotut, k. & krienitz, l. (2012) Haloleptolyngbya alcalis gen.et sp. nov., a new filamentous cyanobacterium 
from the soda lake Nakuru, kenya. Hydrobiologia 637: 269–283. 
https://doi.org/10.1007/s10750-012-1080-6
Darriba, D., Taboada, G.l., Doallo, r. & Posada, D. (2012) jModelTest2: more models, new heuristics and parallel computing. Nature 
Methods 9: 772. 
https://doi.org/10.1038/nmeth.2109
Drouet, f. (1942) Studies in Myxophyceae. I. Botanical Series of the Field Museum of Natural History 20: 136–137.
https://doi.org/10.5962/bhl.title.2283
Dvořák,	 P.,	 Hindák,	 F.,	 Hašler,	Hindáková,	A.	&	 Poulíčková,	A.	 (2014)	Morphological	 and	molecular	 studies	 of	Neosynechococcus 
sphagnicola, gen. et sp. nov. (Cyanobacteria, Synechococcales). Phytotaxa 170 (1): 024–034.
https://doi.org/10.11646/phytotaxa.170.1.3
Dvořák,	P.,	Jahodářová,	E.,	Hašler,	P.,	Gusev,	E.	&	Pouličková,	A.	(2015)	A	new	tropical	cyanobacterium	Pinocchia polymorpha gen. et 
sp. nov. derived from the genus Pseudanabaena. Fottea 15: 113–120.
https://doi.org/10.5507/fot.2015.010
erwin, P.M. & Thacker, r.W. (2008) Cryptic diversity of the symbiotic cyanobacterium Synechococcus spongiarum among sponge host. 
Molecular Ecology 17: 2937–2947. 
https://doi.org/10.1111/j.1365-294X.2008.03808.x
fergusson, k.M. & Saint, C.P. (2000) Molecular phylogeny of Anabaena circinalis and its identification in environmental samples by 
PCr. Applied and Environmental Microbiology 66: 4145–4148. 
https://doi.org/10.1128/aeM.66.9.4145-4148.2000
forti, a. (1907) Vol. V. Sylloge Myxophycearum. In: De Toni (ed.) Sylloge algarum omnium hucusque cognitarum. Sumptibus auctoris, 
Patavii, pp. 1–761.
Fučiková,	K.,	Lewis,	P.O	&	Lewis,	L.A.	(2014)	Putting	incertae sedis taxa in their place: a proposal for ten new and three new genera in 
Sphaeropleales (Chlorophyceae, Chlorophyta). Journal of Phycology 50: 14–25.
https://doi.org/10.1111/jpy.12118
furtado, a.l.f.f., Calijuri, M.D.C., lorenzi, a.S., honda, r.y., Genuário, D.B. & fiore, M.f. (2009) Morphological and molecular 
characterization of cyanobacteria from a Brazilian facultative wastewater stabilization pond and evaluation of microcystin production. 
Hydrobiologia 627: 195–209.
https://doi.org/10.1007/s10750-009-9728-6
Gaget, V., Gribaldo, S. & Tandeau de Marsac, N. (2011) an rpoB signature sequence provides unique resolution for the molecular typing 
of cyanobacteria. International Journal of Systematic and Evolutionary Microbiology 61: 170–83. 
https://doi.org/10.1099/ijs.0.019018-0
Gan f., Shen, G. & Bryant D.a. (2015) occurrence of far-red light Photoacclimation (farliP) in diverse cyanobacteria. Life 5 (1): 
4–24. 
https://doi.org/10.3390/life5010004
Gardner, N.l. (1927) New Myxophyceae from Porto-rico. Memoirs of the New york Botanical Garden 7: 1–144. 
Garcia-Pichel, f., lópez-Cortés & Nübel, u. (2001) Phylogenetic and morphological diversity of cyanobacteria in soil desert crusts from 
the Colorado Plateau. Applied and Environmental Microbiology 67: 1902–1910. 
https://doi.org/10.1128/aeM.67.4.1902-1910.2001
Geitler, l. (1932) Cyanophycceae. In: rabenhorst, l. (ed.) Kryptogamen-Flora von Deutschland, Österreich und der Schweiz. Ed. 2. Vol. 
14. akademische Verlagsgesellschaft, leipzig, pp. 673–1196.
Genuário, D.B., lorenzi, a.S., agujaro, l.f., Isaac, r.D.l., azevedo, M.T.D.P., Neto, r.C. & fiore, M.f. (2016) Cyanobacterial community 
and microcystin production in a recreational reservoir with constant Microcystis blooms. Hydrobiologia 779: 105–125. 
https://doi.org/10.1007/s10750-016-2802-y
Gomont, M. (1890) essai de classification des Nostocacées homocystées. Journal de Botanique 4: 349–357.
Gomont, M. (1892) Monographie des oscillariées (Nostocacées homocystées). Deuxième partie.-lyngbyées. Annales des Sciences 
Naturelles, Botanique, Série 7 (16): 91–264.
Gomont, M. (1899) Sur quelques oscillariées nouvelles. Bulletin de la Société Botanique de France 46: 25–41, 1 pl.
Gupta, r.S., Naushad, S. & Baker, S. (2015) Phylogenomic analyses and molecular signatures for the class Halobacteria and its two major 
clades: a proposal for division of the class Halobateria into an emended order Halobacteriales and two new orders, haloferacales 
ord. nov. and Natrialbales ord. nov., containing the novel families haloferacaceae fam. nov. and Natrialbaceae fam. nov. Systematic 
and Evolutionary Microbiology 65: 1050–1059.
https://doi.org/10.1099/ijs.0.070136-0
hansgirg, a. (1885) ein Beitrag zur kenntniss von der Verbreitung der Chromatophoren und Zellkernen bei den Schizophyceen 
(Phycochromaceen). Berichte der deutsche botanischen Gesellschaft 3: 14–22.
hansgirg, a. (1887) Physiologische und algologische Studien. Berichtigungen, Prague, 187 pp.
hansgirg, a. (1892a) Über neue Süßwasser–und Meeres-algen und Bacterien, mit Bemerkungen zur Sytematik dieser Phycophyten und 
über den einfluss des kichtes auf die ortsbewegungen des Bacillus Pfeifferi nob. Sitzungsberichte der königlichen Böhmischen 
Gesellschaft der Wissenschaften. Mathematisch-Naturwissenschaftliche Classe: 1–34. 
hansgirg, a. (1892b) Prodomus der algenflora von Böhmen. 2. Arch Naturwiss Landesdurchforsch Böhmen 8: 268.
hoffmann, l. (2005) Nomenclature of Cyanophyta/Cyanobacteria: roundtable on the unification of the nomenclature under the Botanical 
and Bacteriological Codes. Algological Studies 117: 13–29.
https://doi.org/10.1127/1864-1318/2005/0117-0013
hunt, D. e., klepac-Ceraj, V., acinas, S.G., Gautier, C., Bertilsson, S. & Polz. M.f. (2006) evaluation of 23S rrNa PCr primers for use 
in phylogenetic studies of bacterial diversity. Applied and Environmental Microbiology 72: 2221–2225. 
https://doi.org/10.1128/aeM.72.3.2221-2225.2006
Jahodářová,	E.,	Dvořák,	P.,	Hašler,	P.	&	Poulíčková,	A.	(2017)	Revealing	hidden	diversity	among	tropical	cyanobacteria:	the	new	genus	
Onodrimia (Synechococcales, Cyanobacteria) described using the polyphasic approach. Phytotaxa 329 (1): 28–40.
https://doi.org/10.11646/phytotaxa.326.1.2
Jahodářová,	 E.,	 Dvořák,	 P.,	 Hašler,	 P.,	 Holušová,	 K.	 &	 Poulíčková,	A.	 (2017)	 Elainella gen. nov.: a new tropical cyanobacterium 
characterized using a complex genomic approach. European Journal of Phycology, pp. 1–13. 
https://doi.org/10.1080/09670262.2017.1362591
Jao, C.C. (1948) The marine Myxophyceae in the vicinity of friday harbor, Washington. Botanical Bulletin of Academia Sinica 2: 
161–177.
Jancusova, M., kovacik, l., Pereira, a.B., Dusinsky, r. & Wilmottee a. (2016) Polyphasic characterization of 10 selected ecological 
relevant filamentous cyanobacterial strains from the South Shetland Islands, Maritime antartica. FEMS Microbiology Ecology 92 
7. 
https://doi.org/10.1093/femsec/fiw100
Johansen, J.r. & Casamatta, D.a. (2005) recognizing cyanobacterial diversity through adoption of a new species paradigm. Algological 
Studies 117: 71–93.
https://doi.org/10.1127/1864-1318/2005/0117-0071
Johansen,	J.R.,	Olsen,	C.E.,	Lowe,	R.L.,	Fučíková,	K.	&	Casamatta,	D.A.	(2008)	Leptolyngbya species from selected seep walls in the 
Great Smoky Mountains National Park. Algological Studies 126: 21–36. 
https://doi.org/10.1127/1864-1318/2008/0126-0021
Johansen,	J.R.,	Kovacik,	L.,	Casamatta,	D.A.,	Fučiková,	K.	&	Kaštovský,	J.	(2011)	Utility	of	16S-23S	ITS	sequence	and	secondary	structure	
for recognition of intrageneric and intergeneric limits within cyanobacterial taxa: Leptolyngbya corticola sp. nov. (Pseudanabanaceae, 
Cyanobacteria). Nova Hedwigia 92: 283–302. 
https://doi.org/10.1127/0029-5035/2011/0092-0283
Johansen,	J.R.,	Bohunická,	M.,	Lukešová,	A.,	Hrčková,	K.,	Vaccarino,	M.A.	&	Chesarino,	N.M.	(2014)	Morphological	and	molecular	
characterization within 26 strains of the genus Cylindrospermum (Nostocaceae, Cyanobacteria), with descriptions of three new 
species. Journal of Phycology 50: 187–202. 
https://doi.org/10.1111/jpy.12150
kaštovský, J., Berrendero-Gomez, e., hladil, J. & Johansen, J.r. (2014) Cyanocohniella calida gen. et sp. nov. (Cyanobacteria: 
aphanizomenonaceae) a new cyanobacterium from the thermal springs from karlovy Vary, Crezch republic. Phytotaxa 181 (5): 
279–292. 
https://doi.org/10.11646/phytotaxa.181.5.3
kisselev (1935) Über das Phytoplankton einiger Seen des Jakutzkschen Gebietes (autonome Jakutzk republik) in explorations des lacs 
de I’urSS, VIII. Leningrad Institut Hydrologique, 1908 pp.
komárek, J. (1975) Geitleribactron eine neue, Chamaesiphon-ähnliche Blaualgengattung. Plant Systematics and Evolution 123: 263–
281.
https://doi.org/10.1007/Bf00987060
komárek, J. & lukavský, J. (1988) Arthronema, a new cyanophyte genus from afro-asian deserts. Archiv für Hydrobiologie, Supplement 
50–53: 249–267.
komárek, J. & kling, h. (1991) Variation in six planktonic cyanophyte genera in lake Victoria (east africa). Archiv für Hydrobiologie, 
Supplement 61: 21–45.
komárek, o. & komárek, J. (2001) Contribution to the taxonomy and ecology of cryosestic algae in the summer season 1995–96 at king 
George Island S. Shetland Islands. Nova Hedwigia 123:121–140.
komárek, J. & anagnostidis, k. (2005) Cyanoprokaryota II. In: Büdel, B., krienitz, l., Gärtner, G. & Schagerl, M. (eds.) Süsswasserflora 
von Mittleuropa 19/2. elsevier/Spektrum, München, 759 pp.
komárek, J., kaštovský, Ventura, S., Turicchia, S. & Šmarda, J. (2009) The cyanobacterial genus Phormidesmis. Algological Studies 129: 
41–59. 
https://doi.org/10.1127/1864-1318/2009/0129-0041
komárek, J., kaštovský, J., Mareš, J. & Johansen, J.r. (2014) Taxonomic classification of cyanoprokaryotes (cyanobacterial genera) 
2014, using a polyphasic approach. Preslia 86: 295–335. 
komárek, J. (2006) Cyanobacterial taxonomy: current problems and prospects for the integration of traditional and molecular approach. 
Algae 21: 349–375.
https://doi.org/10.4490/alGae.2006.21.4.349
komárková-legnerová, J. & Cronberg, G. (1992) New and recombined filamentous Cyanophytes from lakes in South Scania, Sweden. 
Archiv für Hydrobiologie, Supplement 67: 21–31.
krautová, M. (2008) Cyanobacteria of Wet Walls, Seep Walls and Hanging Gardens in Grand Staircase-Escalante National Monument, 
Utah (Master’s thesis). retreived from John Carroll university, 166 pp.
kützing, T.f. (1843) Phycologia generalis order Anatomie, Phycologie und Systemkunde der Tange. Brockhaus, leipzig, 458 pp.
larkin, M.a., Blackshields, G., Brown, N.P., Chenna, r., McGettigan, P.a., McWilliam, h., Valentin, f., Wallace, I.M., Wilm, a., lopez, 
r., Thompson, J.D., Gibson T.J. & higgins, D.G. (2007) ClustalW and ClustalX version 2. Bioinformatics 23: 2947–2948.
https://doi.org/10.1093/bioinformatics/btm404
lauterborn, h. (1915) Die sapropelische lebewelt. ein Beitrag zur biologie des faulschlamms natürlicher Gewässer. Verhandlungen des 
Naturhistorischen-Medizinischen Vereins zu Heidelberg 13: 395–481.
lemmermann, e. (1898a) Der grosse Waterneverstorfer Binnensee. eine biologische Studie. Forschungsberichte aus der Biologischen 
Station zu Plön 6: 166–205.
lemmermann, e. (1898b) Beitrage zur kenntniss der Planktonalgen. II. Beschreibung neuer formen. Botanisches Centralblatt 76: 150–
156.
lemmermann, e. (1899) Plankton-algen. ergebnisse einer reise nach dem Pacific. Abhandlungen herausgegeben vom 
naturwissenschaftlichen Verein zu Bremen 16: 313–398.
lemmermann, e. (1904) Das Plankton schwedischer Gewässer. Arkiv för Botanik 2: 1–209.
lemmermann, e. (1910) Algen I (Schizophyceen, Flagellaten, Peridineen), Dritter Band. In: Kryptogamenflora der Mark Brandenburg 
und angrenzender Gebiete herausgegeben von dem Botanishcen Verein der Provinz Brandenburg. Verlag von Gebrüder Borntraeger. 
leipzig, pp. 497–712. 
https://doi.org/10.5962/bhl.title.4953
li Z. & Brand J. (2007) Leptolyngbya nodulosa sp. nov. (oscillatoriaceae), a subtropical marine cyanobacterium that produces a unique 
multicellular structure. Phycologia 46 (4): 396–401. 
https://doi.org/10.2216/06-89.1
li, y. & Chen, M. (2015) Novel chlorophylls and new directions in photosynthesis research. Functional Plant Biology 42: 493–501. 
https://doi.org/10.1071/fP14350
li, X. & li, r. (2016) Limnolyngbya circumcreta gen & comb. nov. (Synechococcales, Cyanobacteria) with three geographical (provincial) 
genoptypes in China. Phycologia 55: 478–491.
https://doi.org/10.2216/15-149.1
limanowska, h. (1912) Die algenflora der limmat vom Zürichsee bis unterhalb des Wasserwerkes. Archiv fur Hydrobiologie 7: 364. 
ludwig, W. & Schleifer, k. (1994) Bacterial phylogeny based on 16S and 23S rrNa sequence analysis. FEMS Microbiological Reviews 
15: 155–173. 
https://doi.org/10.1111/j.1574-6976.1994.tb00132.x
Mareš, J. (2017) Multilocus and SSu rrNa gene phylogenetic analyses of available cyanobacterial genomes, and their relation to the 
current taxonomic system. Hydrobiologia 811: 19–34. 
https://doi.org/10.1007/s10750-017-3373-2
McNeill, J., Barrie, f.r., Buck, W.r., Demoulin, V., Greuter, W., hawksworth, D.l., heredeen, P.S., knapp, S., Marhold, k., Prado, J., 
Prud’homme van reine, W.f., Smith, G.f., Wiersema, J.h. & Turland, N.J. (2012) International Code of Nomenclature for algae, 
fungi, and plants (Melbourne Code). regnum vegetabile 154. koeltz Scientific Books, kapellenbergst, 208 pp. 
Meffert, M.e. (1971) Cultivation and growth of two planktonic Oscillatoria species. Mitteilungen der Internationalen Vereinigung für 
Theoretische und Angewandte Limnologie 19: 189–205.
https://doi.org/10.1080/05384680.1971.11903930
Meffert, M.e. (1988) Limnothrix Meffert nov. gen. The unsheathed planktic cyanophycean filaments with polar and central gas vacuoles. 
Algological Studies/Archiv für Hydrobiologie, Supplement Volumes: 269–276.
Miller, M.a., Pfeiffer, W. & Schwartz, T. (2010, November) Creating the CIPreS Science Gateway for inference of large phylogenetic 
trees. Proceedings of the Gateway Computing Environments Workshop (GCE), 2010: 1–8. 
https://doi.org/10.1109/GCe.2010.5676129
Miscoe, l.h., Johansen, J.r., kociolek, J.P., lowe, r.l., Vaccarino, M.a., Pietrasiak, N. & Sherwood, a.r. (2016) Novel cyanobacteria 
from caves on kauai, hawaii. Bibliotheca Phycologica 120: 75–152. 
Mishler, B.D. & Theriot, e.C. (2000) The phylogenetic species concept (sensu mishler and theriot): monophyly, apomorphy, and 
phylogenetic species concepts. In: Wheeler, Q. & Meier, r. (eds.) Species Concepts and Phylogenetic Theory: A Debate. Columbia 
university Press, New york, pp. 44–54.
Moro, I., rascio, N., rocca, N.l, Sciuto, k., albertano, P., Bruno, l. & andreoli, C. (2010) Polyphasic characterization of a thermo-
tolerant filamentous cyanobacterium isolated from the euganean thermal muds (Padua, Italy). European Journal of Phycology 45: 
143–154. 
https://doi.org/10.1080/09670260903564391
Mühlsteinová, r., Johansen, J.r., Pietrasiak, N., Martin, M.P., osorio-Santos, k. & Warren, S.D. (2014) Polyphasic characterization 
of Trichocoleus desertorum sp. nov. (Pseudanabanales, Cyanobacteria) from desert soils and phylogenetic placement of the genus 
Trichocoleus. Phytotaxa 163 (5): 241–261.
https://doi.org/10.11646/phytotaxa.163.5.1
Naushad, S., adeolu, M., Goel, N., khadka, B., al-Dahwi, a. & Gupta, r.S. (2015) Phylogenomic and molecular demarcation of the 
core members of the polyphyletic Pasteurellaceae genera Actinobacillus, Haemophilus, and Pasteurella. International Journal of 
Genomics 2015: 15. 
https://doi.org/10.1155/2015/198560
Nübel, u., Garcia-Pichel, f. & Muyzer, G. (1997) PCr primers to amplify 16S rrNa genes from cyanobacteria. Applied and Environmental 
Microbiology 63: 3327–3332. 
Nübel, u., Garcia-Pichel, f. & Muyzer, G. (2000) The halotolerance and phylogeny of cyanobacteria with tightly coiled trichomes 
(Spirulina Turpin) and the description of Halospirulina tapeticola gen. nov., sp. nov. International Journal of Stystematics and 
Evolutionary Microbiology 50: 1265–1277. 
https://doi.org/10.1099/00207713-50-3-1265
Osorio-Santos,	K.,	Pietrasiak,	N.,	Bohunická,	Miscoe,	L.H.,	Kováčik	L.,	Martin,	M.P.	&	Johansen	 J.R.	 (2014)	Seven	new	species	of	
Oculatella (Pseudanabaenales, Cyanobacteria): taxonomically recognizing cryptic diversification. European Journal of Phycology 
49: 450–470. 
https://doi.org/10.1080/09670262.2014.976843
Paul, r., Jinkerson, r.e., Bss, k., Steel J., Mohr r., hess, W.r., Chen, M. & fromme, P. (2014) Draft genome sequence of the filamentous 
cyanobacterium Leptolyngbya sp. strain heron Island J, exhibiting chromatic acclimation. Genomic Announcements 2 (1): 1–2.
https://doi.org/10.1128/genomea.01166-13
Pekerson III, r.B., Johansen, J.r, kovácik, l., Brand, J., kaštovský, J. & Casamatta, D.a. (2011) a unique Pseudanabaenalean 
(Cyanobacteria) genus Nodosilinea gen. nov. based on morphological and molecular data. Journal of Phycology 47: 1397–1412. 
https://doi.org/10.1111/j.1529-8817.2011.01077.x
Pietrasiak, N., Mühlsteinová, r., Siegesmund, M.a. & Johansen, J.r. (2014) Phylogenetic placement of Symplocastrum (Phormidiaceae, 
Cyanophyceae) with a new combination S. californicum and two new species: S. fletchnerae and S. torsivum. Phycologia 53: 529–
541. 
https://doi.org/10.2216/14-029.1
Playfair, G.I. (1915) freshwater algae of the lismore district: with an appendix on the algal fungi and schizomycetes. Proceedings of the 
Linnean Society of New South Wales 40: 310–362. 
https://doi.org/10.5962/bhl.part.18876
rabenhorst, l. (1865) Flora europaea algarum aquae dulcis et submarinae. Sectio II. Algas phycochromaceas complectens. lipsiae: 
apud eduardum kummerum, leipzig, pp. 1–139.
Řeháková,	K.,	Johansen,	J.R.,	Casamatta,	D.A.,	Xuesong,	L.	&	Vincent,	J.	(2007)	Morphological	and	molecular	characterization	of	selected	
desert soil cyanobacteria: three species new to science including Mojavia pulchra gen. et. sp. nov. Phycologia 46: 481–502. 
https://doi.org/10.2216/06-92.1
Řeháková,	K.,	Johansen,	J.R.,	Bowen,	M.B.,	Martin,	M.P.	&	Sheil,	C.A.	(2014)	Variation	in	secondary	structure	of	the	16S	rRNA	molecule	
in cyanobacteria with implications for phylogenetic analysis. Fottea 14: 161–178. 
https://doi.org/10.5507/fot.2014.013
rijk, P.D., Peer, y.V.D., Broeck, I.V.D. & Wachter, r.D. (1995) evolution according to large ribosomal subunit rNa. Journal of Molecular 
Evolution 41: 366–375. 
https://doi.org/10.1007/Bf01215184
rippka, r., Waterbury, J. & Cohen-Bazire, G. (1974) a cyanobacterium which lacks thylakoids. Archives for Microbiology 100: 419–
436. 
https://doi.org/10.1007/Bf00446333
rosselló-Mora, r. & amann, r. (2001) The species concept for prokaryotes. FEMS Microbiology Reviews 25: 39–67.
https://doi.org/10.1111/j.1574-6976.2001.tb00571.x
Sabbe, k., hodgson, D.a., Verleyen, e., Taton, a., Wilmotte, a., Vanhoutte, k. & Vyverman, W. (2004) Salinity, depth and the structure 
and composition of microbial mats in continental antartic lakes. Freshwater Biology 49: 296–319.
https://doi.org/10.1111/j.1365-2427.2004.01186.x
Sangal, V., Goodfellow, M., Jones, a.l., Schwalbe, e.C., Blom, J., hoskisson, P.a. & Sutcliffe, I.C. (2016) Next-generation systematics: 
an innovative approach to resolve the structure of complex prokaryotic taxa. Scientific Reports 6: 383–392. 
https://doi.org/10.1038/srep38392
Sauvageau, C. (1892) Sur les algues d’eau douce recoltées en algérie pendant le session de la Societé Botanique en 1892. Bulletin de la 
Société Botanique de France 39: CIV–CXXVIII. 
https://doi.org/10.1080/00378941.1892.10828721
Sawana, a., adeolu, M. & Gupta, r.S. (2014) Molecular signatures and phylogenomic analysis of the genus Burkholderia: proposal for 
division of this genus into the emended genus Burkholderia containing pathogenic organisms and a new genus Paraburkholderai 
gen. nov. harboring environmental species. Frontiers in Genetics 5: 429. 
https://doi.org/10.3389/fgene.2014.00429
Sciuto, k., rascio, N., andreoli, C. & Moro, I. (2011) Characterization of ITD-01, a cyanobacterium isolated from the Ischia Thermal 
District (Napales, Italy). Fottea 11 (1): 31–39. 
https://doi.org/10.5507/fot.2011.005
Sciuto, k. & Moro, I. (2016) Detection of the new cosmopolitan genus Thermoleptolyngbya (Cyanobacteria, leptolyngbyaceae) using the 
16S rrNa gene and 16S-23S ITS region. Molecular Phylogenetics and Evolution 105: 15–35
https://doi.org/10.1016/j.ympev.2016.08.010
Sciuto, k., Moschin, e. & Moro, I. (2017) Cryptic cyanobacterial diversity in the Giant Cave (Trieste, Italy): the new genus Timaviella 
(leptolyngbyaceae). Cryptogamie, Algologie 38: 285–323. 
https://doi.org/10.7872/crya/v38.iss4.2017.285
Schwabe, G.h. (1944) umraumfremde Quellen. Mitteilungen der deutschen Gesellschaft für Natur-und Völkerkunde Ostasiens Suppl. 
21: 1–300.
hentschke, G.S., Johansen, J.r., Pietrasiak, N., fiore, M.D.f., rigonato, J., Sant’anna, C.l. & komárek J. (2016) Phylogenetic placement 
of Dapistostemon gen. nov. and Streptostemon, two tropical heterocytous genera (Cyanobacteria). Phytotaxa 245 (2): 129–143.
https://doi.org/10.11646/phytotaxa.245.2.4
Seo, P.S. & yokota, a. (2003) The relationships of cyanobacteria inferred from 16S rrNa, gyrB, rpoC1 and rpoD1 gene sequences. 
Journal of General and Applied Microbiology 49: 191–203. 
https://doi.org/10.2323/jgam.49.191
Shimura, y., hirose, y., Misawa, N., osana, y., katoh, h., yamaguchi, h. & kawachi, M. (2015) Comparison of the terrestrial 
cyanobacterium Leptolyngbya sp. NIeS-2104 and the freshwater Leptolyngbya boryana PCC 6306 genomes. DNA Research 22 (6): 
403–412.
https://doi.org/10.1093/dnares/dsv022
Skuja, h. (1939) Beitrag zur algenflora lettlands. II. Acta horti botanici Universitatis Latviensis 11–12: 41–51.
Song, G., Jiang, y. & li, r. (2015) Scytolyngbya timoleontis gen et sp. nov. (leptolyngbyaceae, Cyanobacteria): a novel false branching 
Cyanobacteria from China. Phytotaxa 224 (1): 72–84. 
https://doi.org/10.11646/phytotaxa.224.1.5
Starmach, k. (1959 ‘1960’) Homeothrix janthina (Born. et flah.) comb. nova mihi (= Amphithrix janthina Born. et flah.) oraz sinice 
towarzyszce. Acta Hydrobiologica [Kraków] 1: 149–164.
Shen, G., Gan, f. & Bryant, D.a. (2016) The siderophillic cyanobacterium Leptolyngbya sp. strain JSC-1 acclimates to iron starvation by 
expressing multiple isiA-family genes. Photosynthetic Research 128 (3): 325–340. 
https://doi.org/10.1007/s11120-016-0257-7
Sherwood, a.r. & Presting, G.G. (2007) universal primers amplify a 23S rDNa plastid marker in eukaryotic algae and cyanobacteria. 
Journal of Phycology 43: 605–608.
https://doi.org/10.1111/j.1529-8817.2007.00341.x
Sherwood, a.r., Carlile, a.M., Vaccarino, M.a. & Johansen, J.r. (2015) Characterization of hawaiian freshwater and terrestrial 
cyanobacterial reveals high diversity and numerous putative endemics. Phycological Research 63: 85–92.
https://doi.org/10.1111/pre.12080
Taton, a., Grubisic, S., ertz, D., hodson, D.a., Piccardi, r., Biondi, N., Tredici, M.r., Mainini, M., Daniele, l., Marinelli, f. & Wilmotte, 
a. (2006) Polyphasic study of antartic cyanobacterial strains. Journal of Phycology 42: 1257–1270.
https://doi.org/10.1111/j.1529-8817.2006.00278.x
Taton, a., Wilmotte, a., Smarda, J., elster, J. & komárek, J. (2011) Plectolyngbya hodgsonii: a novel filamentous cyanobacterium from 
antarctic lakes. Polar Biology 34: 181–191.
https://doi.org/10.1007/s00300-010-0868-y
Thomas, J.C. & Gonzalves, e.a. (1965) Thermal algae of Western India. I. algae of hot springs at akloli and Ganeshpuri. Hydrobiologia 
25: 334.
https://doi.org/10.1007/Bf00142253
Tomitani, a., knoll, a.h., Cavanaugh, C.M. & ohno, T. (2006) The evolutionary diversification of cyanobacteria: Molecular-phylogenetic 
and paleontological perspectives. Proceedings of the National Academy of Sciences of the United States of America 103: 5442–
5447. 
https://doi.org/10.1073/pnas.0600999103
Turicchia, S., Ventura, S., komárková, J. & komárek, J. (2009) Taxonomic evaluation of cyanobacterial microflora from alkaline marshes 
of northern Belize. 2. Diversity of oscillatorialean genera. Nova Hedwigia 89: 165–200. 
https://doi.org/10.1127/0029-5035/2009/0089-0165
umezaki, I. (1962) yonedaella nom. nov. Taxon 11: 204.
umezaki, I. & Watanabe, M. (1994) enumeration of the Cyanophyta (blue-green algae) of Japan. 1. Chroococcales and oscillatoriales. 
Japanese Journal of Phycology 42: 175–219. 
urbach, e., robertson, D.l. & Chisholm S.W. (1992) Multiple evolutionary origins of prochlorophytes within the cyanobacterial radiation. 
Nature 355: 267–270. 
https://doi.org/10.1038/355267a0
Vaz, M.G.M.V, Genuáro, D.B., andreote, a.P.D., Malone, C.f.S., Sant’anna C.l., Barbiero, l. & fiore, M.f. (2015) Pantanalinema gen. 
nov. and Alkalinema gen. nov.: novel pseudanabaenacean genera (Cyanobacteria) isolated from saline-alkaline lakes. International 
Journal of Systematics and Evolutionary Microbiology 65: 298–308. 
https://doi.org/10.1099/ijs.0.070110-0
West, G.S. (1907) report of the freshwater algae incl. phytoplankton of the Third Tanganyika expedition. Botanical Journal of the 
Linnean Society 38: 81–194.
https://doi.org/10.1111/j.1095-8339.1907.tb00848.x
Wilmotte, a., auwera, G.V.D. & Wachter, r.D. (1993) Structure of the 16S rrNa of the thermophilic cyanobacterium Chlorogloeopsis 
hTf (‘Mastigocladus laminosus hTf’) strain PCC7518, and phylogenetic analysis. Federation of European Biochemical Societies 
317: 96–100. 
https://doi.org/10.1016/0014-5793(93)81499-P
Wilmotte, a. (2004) Molecular evolution and taxonomy of the cyanobacteria. In: Bryant, D.a. (ed.) Advances in Photosynthesis and 
Respiration I. Springer, Berlin, pp. 1–25. 
https://doi.org/10.1007/0-306-48205-3_1
Wilson, k.M., Schembri, M.a., Baker, P.D. & Saint, C.P. (2000) Molecular characterization of the toxic cyanobacterium Cylindrospermopsis 
raciborskii and design of a species-specific PCr. Applied and Environmental Microbiology 66: 332–338.
https://doi.org/10.1128/aeM.66.1.332-338.2000
Woronichin, N.N. (1930) algen des Polar-und des Nord-urals. Travaux de la Société de Naturalistes de Leningrad 60: 1–77.
yarza, P., yilmaz, P., Pruesse, e., Glöckner, ludwig, W., Schleifer, k.h., Witman, W.B., euzéby, J., amann, r. & rosselló-Móra. 
(2014) uniting the classification of cultured and uncultured bacteria and archaea using 16S rrNa gene sequences. Nature Reviews 
Microbiology 12: 635–645. 
https://doi.org/10.1038/nrmicro3330
Zammit, G., Billi, D. & albertano, P. (2012) The subaerophytic cyanobacterium Oculatella subterranea (oscillatoriales, Cyanophyceae) 
gen. et sp. nov.: a cytomorphological and molecular description. European Journal of Phycology 47: 341–354. 
https://doi.org/10.1080/09670262.2012.717106
Zuker, M. (2003) Mfold web server for nucleic acid folding and hybridization prediction. Nucleic Acids Research 31: 3406–3415. 
https://doi.org/10.1093/nar/gkg595
Zopf, W.f. (1882) Zur Morphologie der Spaltpflanzen (Spaltpilze und Spaltalgen). Verlag von Veit & Comp, leipzig, pp. 1–74. 
TABLE S. list of DNa sequences for rbcLX (rubisco 1,5-biphosphate), cpcBA	 (Phycocyanin	 subunit	 βα	 and	 IGS),	
and 23S-5S ITS (or partial 23S) sequences. Annotation:—F. (family): l=leptolyngbyaceae; o=oculatellaceae; 
Pr=Prochlorotrichaceae; T=Trichocoleaceae; Ps=Pseudanabaenaceae. NCBI Accession Number: N/a=Sequences not 
available; accession number (bold) = Multiple clones with multiple accession numbers on NCBI; accession number 
(regular) = Single sequence with single accession number on NCBI; Collection site: kNMNP=kawai Nui Marsh Nature 
Preserve; JTNP=Joshua Tree National Park; GSeNM=Grand Staircase-escalante National Monument; GSMNP=Great 
Smokey Mountain National Park; eyNf=el yunque National forest. 
Strain names F. Collection site NCBI Accession Number
rbcLX cpcBA S-S ITS
Scytolyngbya ha4215-MV1 l laie falls, oahu. hI, uSa. ky498262 N/a N/a
“Myxacorys” aTa2-1-ko14 l atacama Desert, Chile. ky498252 KY44 N/a
Plectolyngbya WJT66-NPBG17 l Mojave Desert. Ca, uSa. ky498253 KY4 N/a
Plectolyngbya ha4277-MV3 l honolulu, oahu. hI, uSa. N/a KY44 N/a
leptolyngbyaceae WoS-laB13 l GSMNP. TN, uSa. ky498263 N/a N/a
Leptolyngbya ha4303-MV7 l oahu. hI, uSa. ky498264 N/a N/a
Leptolyngbya ha4237-MV2 l Taro fields, oahu. hI, uSa. ky498265 N/a N/a
Phormidesmis WJT36-NPBG15 l JTNP, Mojave Desert. Ca, uSa. ky498266 N/a N/a
Phormidesmis WJT36-NPBG12 l JTNP, Mojave Desert. Ca, uSa. ky498267 N/a N/a
Tapinothrix clintonii GSe-PSe06-7G l GSeNM. uT, uSa. ky498270 N/a N/a
leptolyngbyaceae ey07-aM2 l eyNf, Puerto rico. ky498256 ky498245 N/a
Nodosilinea GSe-TBD7-7G l GSeNM. uT, uSa N/a N/a KY6
leptolyngbyaceae GSe-uNk-8h l GSeNM. uT, uSa N/a N/a KY64
Oculatella atacamensis aTa3-4Q-CV5 o atacama Desert. Chile. ky498250 N/a N/a
Oculatella kauaiensis ha4348-lM1 o kauai. hI, uSa. ky498251 N/a N/a
“Trichotorquatus” aTa2-1-CV25 o atacama Desert. Chile ky498257 ky498233 N/a
“Trichotorquatus” SMer-a o N/a ky498261 ky498247 KY
Drouetiella fasciculata GSe-PSe-Mk38-
07D
o GSeNM. uT, uSa. ky498254 N/a N/a
Drouetiella fasciculata GSe-PSe-Mk29-
07a
o GSeNM. uT, uSa. ky498255 N/a N/a
Tildeniella nuda Zehnder 1965/u140 o Stansstaad, Switzerland. N/a ky498246 N/a
Komarkovaea angustata ey01-aM2 o Puerto rico. ky498256 N/a N/a
Kaiparowitsia implicata GSe-PSe-
Mk54-09C
o GSeNM. uT, uSa. ky498258 N/a KY60
Kaiparowitsia implicata GSe-TBC-9Ca2 o GSeNM. uT, uSa. ky498272 N/a N/a
Kaiparowitsia implicata GSe-TBC-9Ca o GSeNM. uT, uSa. ky498259 N/a N/a
Schizothrix arenaria ha4233-MV05 o kNMNP, kailua. hI, uSa. ky498271 N/a N/a
Nodosilinea GSe-PSe-Mk55-09B Pr GSeNM. uT, uSa. ky498268 N/a N/a
Trichocoleus desertorum aTa4-8-CV3 T atacama Desert. Chile. ky498248 N/a KY4
Trichocoleus desertorum aTa4-8-CV12 T atacama Desert. Chile. ky498249 KY40 N/a
